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MitochondriaThe mitochondrial permeability transition (PT) is a well-recognized phenomenon that allows mitochondria
to undergo a sudden increase of permeability to solutes with molecular mass ≤1500 Da, leading to organelle
swelling and structural modiﬁcations. The relevance of PT relies on its master role in the manifestation of
programmed cell death (PCD). This function is performed by a mega-channel (in some cases inhibited by
cyclosporin A) named permeability transition pore (PTP), whose function could derive from the assembly
of different mitochondrial proteins.
In this paper we examine the distribution and characteristics of PTP in mitochondria of eukaryotic organisms
so far investigated in order to draw a hypothesis on the mechanism of its evolution. As a result, we suggest
that PTP may have arisen as a new function linked to a multiple molecular exaptation of different mitochon-
drial proteins, even though they could nevertheless still play their original role.
Furthermore, we suggest that the early appearance of PTP could have had a crucial role in the establishment
of endosymbiosis in eukaryotic cells, by the coordinated balancing of ATP production by glycolysis
(performed by the primary phagocyte) and oxidative phosphorylation (accomplished by the endosymbiont).
Indeed, we argue on the possibility that this new energetic equilibrium could have opened the way to the
subsequent evolution toward metazoans.
© 2012 Elsevier B.V. All rights reserved.1. Introduction
1.1. The mitochondrial permeability transition pore (PTP) — a master of
cell fate
The occurrence of swelling in isolated mammalian mitochondria
has been recognized since 1950s by several authors, who showed
that this phenomenon was induced by Ca2+, phosphate (Pi) andr; TSPO, outer membrane
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l rights reserved.free fatty acids (FFA), while was inhibited by adenine nucleotides,
Mg2+ and acidic pH [1–5]. Only during the 1970s Hunter and Haw-
orth named this phenomenon permeability transition (PT) [6–8]
and, in addition, associated it to the presence of pores with an esti-
mated diameter of ca. 3 nm [9]. When PT happens, mitochondria
undergo a sudden increase of permeability to solutes with molecular
mass ≤1500 Da, a process that is detectable after Ca2+ accumulation
[10,11]. PT is selectively inhibited by cyclosporin A (CsA) [12–15], a
drug able to inhibit also a mitochondrial mega-channel [16]. The lat-
ter is a large-conductance channel (up ca. 1.3 nS in symmetrical KCl,
with a pore diameter of ca. 30 Å), which thus appears to be responsi-
ble for the manifestation of PT [17,18]. Therefore, PT has been associ-
ated to a pore, named permeability transition pore (PTP) (Fig. 1), a
structure that results to be highly regulated by an array of modula-
tors, i.e. transmembrane electrical potential, matrix pH, divalent cat-
ions and adenine nucleotides [19–21].
The ﬁrst and still debated function related to PT is the release of Ca2+
from themitochondrialmatrix [20]. Since Ca2+ is themost important sec-
ond messenger in all eukaryotic cells, the control of its cytoplasmic
concentration is crucial to regulate many enzymatic activities and thus
several vital processes such as gene expression, metabolic control, cell
plasticity, motility, proliferation and cell death [22]. In particular, cell
death may be distinguished into two types, named necrotic and
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autophagic (or autophagic-like in plants), apoptotic (or apoptotic-like in
plants) and lysosomal death [23]. Although the mechanisms leading to
cell death may be diverse, a mitochondrial pathway has been document-
ed in animal [19,24,25], plant [26,27] and yeast [28] cells undergoing PCD.
In all cases, a central role is played by PT, which is responsible for mito-
chondrial swelling with the consequent release of pro-apoptotic factors
(i.e. cytochrome c, AIF, Smac-Diablo). This phenomenon could be limited
to a small number ofmitochondria and, in this case, autophagy is themost
probable outcome [29,30].When a large population ofmitochondria is in-
volved, these organelles are subjected to swelling, which determines the
release of the apoptotic factors [31]. If the ATP drops to low levels (less
than 50%), the cell itself undergoes necrosis [32], but apoptotic death is
likely to occur when this level is maintained relatively high [33].1.2. Understanding PTP by studying its evolution
The pore involved in PT seems to be the result of the assembly of
proteins, which are still hypothetical and known to carry out per se
completely different functions. Thus, PTP may be considered one of
the most obscure issues of biology. In any case, PTP seems to imply
the cooperation of different proteins. The major putative components,
hitherto described, include: the voltage-dependent anion channel
(VDAC) or porin, localized in the outer mitochondrial membrane
(OMM); the adenine nucleotide translocator (ANT) in the inner mito-
chondrial membrane (IMM); the peripheral benzodiazepine receptor
and the Bcl-2 family proteins; the hexokinase bound to porin; the
cyclophilin-D (CyP-D), a matrix peptidyl–prolyl cis–trans isomerase
and the intermembrane space creatine kinase [19]. In addition, other
components have been successively added: the protein importmachin-
ery (TIM and TOM), as well as the respiratory complex I [34]. These
components have been substantially found in all mitochondria in
which PTP has been detected, except for creatine kinase that seems to
be absent in plant cells. However, besides CyP-D, a precise structural/
functional role for these proteins has to be still ﬁrmly established.
Two of the major candidates believed to perform the channel ac-
tivity (i.e. VDAC and ANT) appear now to be modulators rather than
constituents. Indeed, mitochondria lacking all isoforms of VDAC
maintain normal pore activity [35,36] along with sensitivity to CsA.Fig. 1. Simpliﬁed representation of the two major devices responsible for the permeability tr
The direction of arrows describes the solute ﬂuxes during the opening of the channels.Similarly, on the basis of knock-out mutant studies, ANT revealed
not to be essential for the activity of the channel [35]. Accordingly,
polyclonal antibodies, used to identify a CyP-D-binding protein as
ANT, cross-react with the phosphate carrier (PiC) [37]. Therefore,
the latter has been proposed as a component of PTP [37], a conclusion
that has been further conﬁrmed by recent results using siRNA in HeLa
cells to reduce PiC expression [38]. Nevertheless, genetic ablation of
Ppif gene, encoding CyP-D, or CyP-D inhibition by CsA unmask the in-
hibitory site for Pi, which thus appears to be the actual PTP desensitiz-
er agent, a result that, however, does not necessarily implicate the
involvement of the PiC [39]. Hence, Pi inhibition reveals to be the
most widespread feature of PTP among the mitochondria so far exam-
ined in the eukaryotic domain.
Even PTP localization on both OMM and IMM is now questionable
in the light of the ﬁnding that PT has been very recently described in
mitoplasts, thus showing that PTP is an inner membrane event regu-
lated by the outer membrane through speciﬁc interactions with the
peripheral outer membrane translocator protein of 18 kDa (TSPO,
formerly known as the peripheral benzodiazepine receptor)[40].
First identiﬁed in mammals, now PTP has been found in mitochon-
dria of other clades of Eukarya. This evidence has led to compare PTP
structure, function and regulation in mitochondria from different spe-
cies [34,41]. However, in such works, the possible evolutionary mech-
anisms, by which PTP could be arisen, have not been considered.
Hence, in this paper, we attempt to address this matter by describing
the appearance of PTP via a mechanism of cooption/exaptation, de-
scribed for the ﬁrst time in a different context in 1982 [42]. The
terms exaptation and cooption are currently used as synonyms, albeit
with the former an old trait (if any) is compared with a new one,
while the latter implies that both traits have to be present at the be-
ginning, but then one of these has been later coopted to perform its
current function. The PTP interpretation in this frame ﬁts better that
of exaptation, a phenomenon that would give scientists a deeper in-
sight of the multiple roles of mitochondria in cell biology. Understand-
ing PT in terms of exaptation implies an enormous epistemological
potential: how many bizarre results have been left unreported because
in apparent contrast with the adaptationist “dogma” of evolutionary
biology? Yet, many data might be re-evaluated in the light of a more
open interpretation of the structure/activity relationships displayed by
macromolecular or supra-molecular entities.ansition in mitochondria. i) PTP complex; CyP-D, cyclophilin-D; ii) mK+C, K+ channels.
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2.1. Chordata (mammals, ﬁsh and amphibians)
2.1.1. Mammals
In mammals the study of PTP activity has been supported by
the prospect to better understand pathophysiological mechanisms
underlying various human diseases, in particular as a potential execu-
tioner of cell death [22,43] and as a target for cardio-protection [44].
Therefore, a great deal of efforts has been done to deﬁne two major
PTP roles, i.e. those in calcium-mediated signaling and in pathology
[45], which appear to be related to its switching from low- to
high-conductance states [46].
The PTP opening can be either transient or permanent. The transient
opening leads to different consequences, such as loss of the electrochem-
ical potential, uncoupling of oxidative phosphorylation, ATP decline [37]
and release of matrix solutes (determining Ca2+ depletion) [43]. The
re-establishment of the cellular homeostasis of ATP and/or cytosolic
Ca2+ presumably brings about closing of the pore. However, when ho-
meostasis is severely compromised, these changes, though transient,
can induce cell necrosis due to the activation of phospholipases, nucleases
and proteases [47]. By contrast, long-lasting opening could determine
permanent membrane depolarization followed by cristae unfolding, ma-
trix swelling, release of cytochrome c and apoptogenic factors, which
lead towards PCD [48]. The equilibrium between two possible fates, i.e.
necrotic or apoptotic cell death, depends on the intracellular ATP level
[49]. However, the regulatorymachinery of the PTP function is extremely
complex, as revealed by the numerous positive or negative effectors act-
ing on PTP opening [50,51]; the major of them are reported in Table 1.
2.1.2. Regulation by Ca2+
In this scenario, cytosolic Ca2+ concentration, which is involved in
cell signaling [52], plays a pivotal role [43,53]. Its level is controlled by
plasma membrane Ca2+ channels, or via release from intracellular
stores, such as endoplasmic and sarcoplasmic reticulum [54]. Mito-
chondria cooperate in Ca2+ homeostasis and signaling by smoothing
the cytosolic waves [55] and, in this context, PTP works as a Ca2+
channel by promoting Ca2+ release. PTP allows transient openings
[56,57], a process that is switched on by mitochondrial matrix Ca2+.
The speciﬁcity for this cation is absolute, while other divalent cations,
such as Sr2+, Mn2+, Ba2+ and Mg2+, act as inhibitors [6,58]. In
energized mitochondria, the Ca2+ uptake is accomplished by the ru-
thenium red-sensitive mitochondrial Ca2+ uniporter [59,60], whose
structure and gene have been now identiﬁed [61,62]. This Ca2+ up-
take is balanced by the Na+/Ca2+ antiporter and a Ca2+ efﬂux path-
way, both sensitive to membrane depolarization [22]. This interplay
between Ca2+ efﬂux and inﬂux tunes the PTP open-closed transition.
Although more complex effectors must be in action, the PTP opening
during in vivo ischemia–reperfusion seems to be mainly mediated by
oxidative stress rather than Ca2+ changes [63].
In concert with Ca2+, the mitochondrial matrix accumulates Pi,
which has long been known as an activator of mitochondrial PT [13].Table 1
Regulatory characteristics of PTP in mitochondria from different taxa of eukaryotic cells. Th
Contrasting effects depending on the regulator amount are labelled as +/−. Unknown effe
Chordata
Mammal Fish Amphibian
Regulators Ca2+ + + +
Pi +/− + +
Δψ loss + ? ?
pH +/− ? ?
CsA − + +
ROS + + +
AN − ? ?
PCD induction Yes Yes YesInorganic Pi has been considered as a ﬁne regulator of mammalian
PTP, since it forms an amorphous (non crystalline) matrix precipitate
with Ca2+, so lowering the PTP opening probability [64]. Conversely,
it may be considered a stimulator, being a chemical buffer able tomain-
tain pH at optimal levels for PTP opening [65]. New ﬁndings on Pi inhib-
itory effect by binding on PiC [39] have been mentioned above in
Section 1.2.
2.1.3. Regulation by ROS
Oxidative stress is known to induce PTP opening inmammalianmito-
chondria [66]. Reactive oxygen species (ROS) modulate PTP opening by
oxidizing different sites, two of which are thiol groups (SH), located in
the matrix site. The ﬁrst, suggested to correspond to Cys160 of adenine
nucleotide translocase (ANT) [44,67], is regulated by glutathione oxida-
tion and is protected by low concentration of N-ethylmaleimide (NEM)
or monobromobimane [68]. The second, identiﬁed as Cys56 of ANT
[44,67], is sensitive to the redox state of the matricial pyridine nucleo-
tides, perhaps with the mediation of thioredoxin or lipoamide [69,70];
this site is protected byNEM, but not bymonobromobimane. A third sen-
sor is an external SH, promoting PTP opening by reaction with NEM or
copper-ortho-phenantroline [71]. It must be considered that ROS act in
synergywith Ca2+ [53]. Indeed, ROS increase the Ca2+ cell concentration
that favors ATP production and, in turn, Ca2+ promotes ROS generation
during oxidative phosphorylation. Then, beyond a threshold level, Ca2+
triggers PTP transient openings, leading to ROS production at mitochon-
drial level, which determines inhibition of complex I and IV, displace-
ment of cytochrome c, inhibition of electron ﬂow and release of
glutathione. This opening, involving nearby mitochondria via the re-
leased factors, could start a cascade of events triggering PCD [43]. Anoth-
er opposite effect is the inhibition of PTP, induced by singlet oxygen
generated byUV radiation [72]. This effect,mediated by porphyrins inmi-
tochondrial domains, involves, in particular, His and Cys residues on the
PTP, and an 18 kDa translocation protein in the outer membrane, previ-
ously identiﬁed as the peripheral TSPO [45]. Thus, ROS, being both in-
ducers and inhibitors depending on the metabolic context, might be the
molecular effectors of transient and, presumably, recurrent PTP openings.
2.1.4. Regulation by pH and membrane voltage
The pH and voltage dependence of PTP opening has been recog-
nized since 1992 [58]. The PTP is closed by high, inside negative, elec-
trical potentials. The matrix pH optimum for pore opening is 7.4 [73],
while its opening probability decreases by both increasing (by an un-
known mechanism) or decreasing this pH value through reversible
protonation of hystidyl residues [65]. When pH is above 7.0, the inhi-
bition could be due to proton competition with Ca2+ for its binding at
the regulation site [73,74]. It has been suggested that a hypothetical
sensor could regulate the PTP opening by receiving (and translating)
signals from both the transmembrane and the surface potentials [22].
2.1.5. Inhibition by CsA
The main accepted feature, associated to PTP activity, is the inhibi-
tion caused by CsA [75]. This inhibition is used as a key to understande induction of opening (+) or closure (−) of PTP by different regulators is indicated.
cts are labelled as ? and n.d. means not detected.
Arthropoda Fungi Plantæ
Insect Crustacean Yeast Angiosperm
+ − +/− +
+ − − +
+ − ? +
? ? ? +/−
− − No −
+ − + +
? ? ATP+/ADP− −
Yes n.d. Yes Yes
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CsA on PTP has been proved by several indirect ﬁndings. Few years
ago, working with mice knock-out mutants, it has been demonstrated
that the target for CsA is CyP-D [76–79], which is inhibited by the
drug at the same concentration inhibiting the PTP [80]. However,
the PTP can be assembled and function even in the absence of
CyP-D, which modulates the Ca2+-dependent PTP opening, with no
consequences on the PTP regulation [76].
2.1.6. Regulation by nucleotides
The mitochondrial PT regulation by adenine nucleotides is known
since 1979 [7], but has been well elucidated only in the early 1990s
[15,81]. The evidence that the PTP opening is inhibited by ATP and
ADP, but not by their Mg2+ complexes or by other nucleotides
(AMP, GDP, GTP) [82,83], suggests that the proper target of PTP inhi-
bition by adenine nucleotides is ANT [44], because also bongkrekic
acid (inhibitor) and carboxyatractyloside (stimulator) could set the
ANT in an opposite conformation [84], affecting the pore in reverse
directions. Following the Halestrap's hypothesis [44], this inhibition
by nucleotides could be due to a regulation of PTP opening promoted
by the membrane potential-dependent binding site for ADP on ANT.
2.1.7. Fish and amphibians
In the past, the occurrence of a PT in ﬁsh has been demonstrated
only in the great green goby (Zosterisessor ophiocephalus) [85] and
in the rainbow trout (Oncorhynchus mykiss) [86]. In the ﬁrst case,
the PT from liver mitochondria revealed to be similar to that
described in rat liver mitochondria. The main difference concerns
the higher concentration of Ca2+ required to induce the pheno-
menon. This difference could be ascribed to a lower binding afﬁnity
for Ca2+ at the level of the critical site present in the pore-forming
structures in these mitochondria. This feature has been interpreted
as a defence mechanism for ﬁsh living in polluted water [85]. In the
second case, the different induction of PT could be related to an
adaptation of the great green goby in particularly harsh environ-
ments, as it displays a high tolerance and resistance to various
pollutants. The hypothetical role of PTP has been also investigated
as a potential mechanism involved in the occurrence of cell death
(apoptotic or necrotic), caused by copper exposure in rainbow trout
hepatocytes. In particular, in Cu-exposed trout hepatocytes, apoptotic
cell death appears related to the onset of the PTP, as CsA fully inhibits
apoptotic cell death, whereas necrotic death occurs independently
from it [86].
More recently [41], the PT has been described in zebraﬁsh (Danio
rerio). This PT shows features similar to those of the mammalian pore,
like desensitization by CsA, appropriate responses to the key modula-
tors of the mammalian PTP (voltage-dependence, pH, dithiol oxidants,
etc.). Moreover, the role of PTP has been also examined in the Baltic
lamprey (Lampetra ﬂuviatilis) liver, where its bioenergetic parameters
have been associated to seasonal variations. In winter the suppression
of energy metabolism in mitochondria from lamprey liver causes the
opening of PTP in its low-conductance state. These responses (e.g.
leaky mitochondrial membranes, low concentrations of mitochondrial
adenine nucleotides, etc.) exhibit analogies with some mitochondrial
features of patients showing important mitochondrial pathologies
[87]. However, differently fromwhat observed in humanmitochondrial
diseases, mitochondria from lamprey liver are able to overcome the en-
ergetic fall. In spring, prior to spawning and death, the lamprey exhibits
a sharp activation of its metabolism, which is associated to the activa-
tion of themitochondrial substrate oxidation. The latter is accompanied
by closing of the PTP, since the inner mitochondrial membrane is not
permeable to protons in this period [87].
Occurrence of the PTP has been veriﬁed also in amphibians, since
the mitochondrial PT plays an important role in 3,5,3′-triiodothyro-
nine (T3)-induced apoptosis in the tadpole (Rana rugosa) tail,
resulting in tail shortening [88]. Indeed, T3 and Ca2+ induce a largeamplitude swelling in mitochondria isolated from the liver of this
species, while CsA suppresses this effect. Regarding Rana temporaria,
it has been suggested that during all seasons (differently from lam-
prey) PTP is probably closed in liver mitochondria [87].
Although the above evidence is only circumstantial and fragmen-
tary, so it is possible to conclude that, in non-mammalian vertebrates
(ﬁsh and amphibians), the PTP shows similarities to the mammalian
one. Hence, the mammalian PT model seems to be largely shared
among the species, belonging to Chordata, hitherto studied (Table 1).
Thus, it appears that mammals have inherited a “perfect” function
from more ancient vertebrates. Its uniformity in Chordata suggests
that PT, and its underlying molecular machinery, fulﬁls a vital role.
2.2. Arthropoda (insects and crustaceans) and Nematoda (Caenorhabditis
elegans)
Little is known about PTP in Arthropoda. Differently from the
mammalian PTP, mitochondria from Artemia franciscana, a crustacean
that can tolerate anoxia for years, is able to actively load extra-
mitochondrial calcium up to 1 mM without undergoing a PT [89]. In
addition, PTP does not open in response to a variety of inducers of
the mammalian PTP. Nevertheless, the mitochondria show a high
concentration mercury-induced PT, which is CsA-insensitive. It ap-
pears, therefore, that a PT, whether regulated or unregulated, may
be an essential function for the survival of such an organism. The ap-
parent lack of a PT has been conﬁrmed in the ghost shrimp
Lepidophthalmus louisianensis, a known prolonged-anoxia tolerant
species [90]. Even in this case, it has been shown that Ca2+ plus Pi
do not trigger the opening of a regulated PTP in mitochondria, as it
does in the mammalian ones. Therefore, it could be stated that in
crustaceans the lack of a typical mammalian PT could be an adaptive
mechanism to tolerate an extended period of anoxia.
Among arthropods, an important model organism (Drosophila
melanogaster) has been recently investigated to examine the proper-
ties of Ca2+ transport in mitochondria [91]. The mentioned paper
shows that D. melanogaster mitochondria possess Ca2+ transport sys-
tems that are very close to those of mammals. In particular, their mito-
chondria show a ruthenium red-sensitive Ca2+ uptake. Nevertheless,
Ca2+ release, mediated by PTP, is CsA-insensitive and is inhibited by
Pi. For this reason, it has been suggested thatD. melanogastermitochon-
dria seem to have a PTPwith intermediate features between yeastmito-
chondria (see Section 2.3) and those of mammals (see Section 2.1 and
Table 1).
Summarizing, it is possible only to afﬁrm that crustaceans do not
exhibit a canonical PT, since this transition is a Ca2+-insensitive PTP,
while D. melanogaster mitochondria shows a typical Ca2+ transport,
but a PTP with intermediate features.
Regarding Nematoda, a recent paper shed new light about the role
of ANT as an important regulator of PCD in Caenorhabditis elegans
[92]. This protein plays a similar function to its mammalian counter-
part (the exchange of cytosolic ADP with mitochondrial ATP, its role
in apoptosis). Despite its evolutionary conserved functions, there is
no direct evidence showing that C. elegans mitochondria possess a
mammalian-like PTP complex. Possibly, PT should be investigated
by testing potential effectors related to C. elegans metabolism.
2.3. Fungi (yeasts)
Yeast mitochondria possess an inner membrane large-conductance
unselective channel that has a similar exclusion size to that of themam-
malian counterpart. As proposed by Manon and co-workers [93], this
pore has been named yeast mitochondrial unspeciﬁc channel (YMUC),
since it has been characterized in two different yeast species, speciﬁcally
indicated as ScMUC (in Saccharomyces cerevisiae) and DhMUC (in
Debaryomyces hansenii). Apparently, Pichia pastoris, Yarrowia lipolytica
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channel [34].
In S. cerevisiae, as well as in D. hansenii, the complete structural
characteristics of MUC have not yet been deﬁned. Orthologues of
the main supposed components of the mammalian PTP have been
identiﬁed in S. cerevisiae, namely: i) AAC1, AAC2, AAC3 orthologous
of ANT; ii) VDAC related genes, POR1, coding for the major isoform
VDAC1, and POR2, although VDAC2 is probably not a channel also in
yeast [94]; iii) Cpr3p, the mitochondrial cyclophilin involved in the
process of protein folding [95]. Nevertheless, their direct role in
pore formation has been questioned, since PT is still detected in mito-
chondria from a yeast strain lacking, respectively, of ANT [35] and
VDAC1 [96]. Therefore, it has been proposed that both ANT and
VDAC could play a role in the regulation of the pore [34]. Recently,
the involvement of the mitochondrial PiC as a constituent and sensor
of Pi in ScMUC has also been described [97].
In spite of the structural similarity reported between the putative
main components of ScMUC and those of mammalian PTP, the char-
acteristics of the former are different from those showed by the mam-
malian counterpart [30,41,98]. In particular, ATP, GTP, dATP, dGTP,
and GDP are inducers of ScMUC opening, while ADP or high Pi con-
centrations close the pore [99]. Furthermore, ScMUC is not sensitive
to CsA, although the latter is able to bind and inhibit Cpr3p [41,95].
Therefore, it has been suggested that Cpr3p would not interact with
ScMUC opening, thus explaining why the inhibitory effect of Pi is ob-
served in yeast, while in mammals the association of CyP-D with PTP
would hinder the Pi inhibitory site [41]. Recently [97], it has been ob-
served that in yeast mitochondria, depleted of PiC, the sensitivity of
ScMUC to Pi is lower, but the permeability transition is still induced
by ATP, although the open channel results smaller. Therefore, it has
been proposed that PiC is not essential for the pore activity. Neverthe-
less, it represents an important constituent of ScMUC as Pi sensor
[97].
Regarding the effects of Ca2+ on PT in yeast, conﬂicting results
have been reported. In particular, as a further remarkable difference
between yeast and mammalian PT, cytoplasmic Ca2+ is able to induce
the closure of ScMUC by interacting with VDAC, even though
mitochondria from modiﬁed yeast strains, lacking this protein, still
show PT [100]. Conversely, since yeast mitochondria lack an
endogenous Ca2+ uniport [30,101], ScMUC is unaffected by exoge-
nous Ca2+, even in the presence of Ca2+ ionophore ETH129
[41,102]. Indeed, it has been recently reported that, even when
yeast mitochondria are permeabilized to Ca2+, the induction of PT is
established under optimized experimental conditions, just when mi-
tochondria are incubated with low Pi concentration (e.g. 2 mM)
[103]. Nevertheless, yeast E. magnusii mitochondria possess a system
for Ca2+ inﬂux and efﬂux, but no induction of PT has been observed
so far [30,104].
In the halophilic yeast D. hansenii, a marine organism, it has been
observed that PTP is completely blocked by high Pi concentrations
and is closed by Ca2+ and Mg2+. Furthermore, in the presence of
low concentration of Pi (e.g. 0.4 mM), when DhMUC is open, both
Na+ and K+ are able to induce the closure of the pore [105], a behav-
ior that has been interpreted as a speciﬁc adaptive feature to marine
environment [34,105].
The comparison between the yeast pore and its mammalian coun-
terpart indicates that the regulation of the former is simpler and the
differences might be explained on the basis of the different environ-
ments faced by yeast and mammalian cells [41]. Even though the
physiological role(s) played by ScMUC is still under debate, some
functions have been proposed for such a pore: i) regulation of the vol-
ume of the mitochondrial matrix [93]; ii) dissipation of the proton
gradient through a system that would be active when energy con-
sumption is low (e.g. when redox balance must be maintained by
eliminating the excess NAD(P)H in oxidative processes); iii) protein
import into the mitochondria [106]; iv) triggering of apoptosis inyeast, since the expression of mammalian pro-apoptotic proteins
could induce or prevent yeast cell death [102].
2.4. Plantæ (Tracheophytes)
The evidence for the presence of a PT in plants has been obtained
for the ﬁrst time in pea mitochondria, where it has been shown that
CsA is able to delay the collapse of the transmembrane electrical po-
tential induced by Ca2+, ADP and Pi addition [107]. Such phenome-
non is detectable only in the presence of dithioerythritol, indicating
the requirement for an adequate redox state. These results have
been conﬁrmed and further extended in potato tuber by Arpagaus
and co-workers [108], who showed that also in this species mito-
chondria undergo a swelling, dependent again on the presence of a
reducing agent. In addition, a CsA-insensitive, Ca2+-stimulated PT
has been detected in potato tuber [109] and in wheat [110] mitochon-
dria. Therefore, it seems that both CsA-sensitive and CsA-insensitive
PT may coexist in plant mitochondria (Table 1).
In plants, particular attention has been paid to the effect of CsA,
whose inhibitory effect on PT has been often used as a diagnostic
tool to recognize the involvement of mitochondrial PTP in plant cell
death [111]. However, as seen above in potato mitochondria, the
CsA-dependent PT inhibition is not a common feature in plant king-
dom. This is only the case of PT induced by biotic stress [112], as
well as by oxidative and anoxic stress [109,110]. In all these cases,
Ca2+ is a necessary requirement, although not “permissive”. These
experimental ﬁndings suggest a possible double regulation of PT as
found in mammalian mitochondria [41]. According to this model, low-
and high-amplitude openings are distinguished, although such an evi-
dence is still lacking in plant mitochondria. The ﬁrst mode involves a
transient depolarization due to short time opening, rearrangement of
the cristae, release of cytochrome c, without the rupture of the OMM.
The second way involves long lasting depolarization, which is a more
dramatic phenomenon, leading to loss of ionic homeostasis, depletion
of matrix pyridine nucleotides, matrix swelling, OMM rupture and, at
last, triggering the mitochondrial pathway towards apoptosis. Under
these conditions, a striking ATP depletion occurs, leading to energy
shortage. Therefore, the time of the opening could represent a crucial
factor, decisive to determine which kind of death program the cell has
to address [111].
Similarly to mammalian cells, PT is ascribed to the presence of a pore,
which hypothetically involves ANT, VDAC [113,114] and, probably, CyP-D
[115]. Evidence for the presence of CyP-D in plant mitochondria is only
circumstantial [116,117]. It is possible to speculate that this protein may
be present in mitochondria exhibiting a PT CsA-sensitive, while it could
be absent in those CsA-insensitive. Therefore only in the ﬁrst case it is
possible to hypothesize a regulation based on CyP-D. Among the other
hypothesized components, usually having other physiological roles and
proposed to regulate such a pore, there is also the PiC [34], but its precise
role has not been fully elucidated yet. In addition, the involvement in PTP
formation of hexokinase, whose binding to VDAC could interfere in the
interaction between the anion channel and Bax, has been shown only in
Nicotiana benthamiana [118].
As suggested [119], activation of the PTP appears to be related to bi-
otic and abiotic stresses [110,120], in which the pore could be inter-
preted as a perceiving structure. Several factors are able to regulate PTP
opening, including ROS, Ca2+ reservoir stored in the mitochondrial ma-
trix, electrochemical potential across the mitochondrial membrane,
free fatty acids, pH, Pi and ATP. Secondarymessengers, such as hydrogen
peroxide and Ca2+, induce an increase in ROS production by the mito-
chondrial electron transport chain [121]. Such impairment of the respira-
tory chain is responsible for the decrease of the trans-membrane
potential leading to PTP opening. The consequent structural alteration
of the cristae and, deﬁnitely, of mitochondrial morphology, provokes cy-
tochrome c release with interruption of the electron transport chain and
ATP depletion, resulting in cell death. These phenomena could be
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displaces CyP-D binding to ANT [122–124].
From these observations, both Ca2+ and Pi appear to be the only
inducing factors shared by all the PTP structures up to date evidenced
in plants [34,41]. Besides these ubiquitous modulators, a wide range
of other molecules have been found to inﬂuence PT manifestation
and, because of their wide presence, they could be deﬁned as tissue
and/or species-dependent. These compounds may act both as a posi-
tive modulators, as in the case of ROS [125,126] and catalase [107], or
as a negative effectors, in the case of spermine [112], ADP [109], thiol
redox agents [108], La3+ [127] and ruthenium red [109].
2.5. Other clades of Eukarya
Despite the numerous papers concerning the activity of a PTP in
animals, fungi and plants, to our knowledge, no direct evidence is cur-
rently available on the presence of high- and low-amplitude PT in
other organisms such as Amoebozoa (in Unikonta), Chromalveolates,
Rhizaria, Excavata, red and green algae (in Bikonta) (Fig. 2).
Some of the putative protein components of themammalian PTP such
as ANT and VDAC, are ubiquitous in different taxa of Eukarya, but they do
not seem to perform PTP-related functions. Cyclophilins [128,129], mito-
chondrial VDAC [130] and ANT have been found in mitochondria of nu-
merous organisms ranging from Gram-negative bacteria to different
eukaryotes, but this evidence does not sufﬁce to claim that these proteins
function as a PTP. To this regard, quite interesting is the ﬁnding that the
eukaryotic unicellular Acanthamoeba castellanii possesses both a TSPO re-
ceptor, identiﬁed as VDAC, in the OMM, and ANT in the inner membrane
[131], which, by analogy, could perform a regulatory role, similar to that
known in animals and recently updated in ref. [40].
Moreover, the most important indirect evidence, leading to con-
sider the presence of PTP also in these eukaryotes, is the observation
that PCD occurs in different organisms [132], including unicellular
ones [133,134]. Clearly, PCD cannot occur via a mitochondrialFig. 2. Origin of the eukaryotic cell (lower part) and phylogenetic tree (upper part) showing
been described [180–182].pathway in parasitic protozoa lacking mitochondria, but it is reason-
able to assume as a basic biological principle that mitochondria do
endow unicellular eukaryotes with a mitochondrial pathway to PCD
[135]. Indeed a mitochondrial response to oxidative stress that impli-
cates membrane permeability and release of cytochrome c has been
observed in A. castellanii [136].
2.6. PT and mitochondrial K+ channels
Inmammalianmitochondria, a K+ cycle is also involved in the regula-
tion of mitochondrial metabolism by changes in matrix volume [137],
linked to mitochondrial PT, induced by K+ channel-regulated ﬂuxes
[138] (Fig. 1). In human tissues, three different K+ channels have been
detected: i) the ATP-regulated K+ channel (mito K+ATP) [139–141]; ii)
the mitochondrial large conductance calcium-activated K+ channel
(mito BKCa) [142]; the voltage-regulated K+ channel (mito Kv1.3)
[143]. These K+ channels are potentially involved in the prevention of is-
chemic heart disease [144,145], in cytoprotection [146] and, at least for
mito K+ATP [147,148] and mito Kv1.3 [143], in PCD signal transduction.
These effects, similarly to those observed in Tracheophytes, Amoebozoa
and Euglenozoa (see Sections 2.4 and 2.5), might be associated to PT,
linked to matrix swelling and moderate membrane depolarization
[148]. On the other hand, it has been shown that the target for
cardio-protection is the low Ca2+ matrix inﬂux associated to mito
K+ATP activity [149] and mito BKCa [150]. This suggests a correlation be-
tween the activity of the mito K+ATP channel and the probability of PTP
opening [151,152]. Following this insight, it has been proposed that
the mito K+ATP channel inhibition may exert a PTP-activating effect
[153,154].
In the case of Tracheophytes, as above seen, evidence for the pres-
ence of PTP is still limited and circumstantial. As a consequence, it can-
not be ﬁrmly stated to date whether the occurrence of PT is a common
feature of these plants or, instead, it is species- or organ-speciﬁc phe-
nomenon. Another possibility is that its activity may be masked (orthe major “supergroups” of Eukarya. In red the clades in which mitochondrial PTP has
2078 A. Vianello et al. / Biochimica et Biophysica Acta 1817 (2012) 2072–2086even replaced) by the functioning of other channels or pores, also pre-
sent in the IMM. In agreement with this assumption, some of the
well-known modulators of PTP, such as ATP, CsA, Pi or ROS, have been
shown to effectively regulate, sometimes in an opposite way, the activ-
ity of a mitochondrial K+-selective channel, sensitive to ATP, named
mito K+ATP channel [155]. Similarly to the animal counterpart, this
channel has also been demonstrated to be functionally present in vari-
ous plant tissues and species, such as pea and soybean in dicotyledons
[156,157], wheat and Arum spp. in monocotyledons [158–160], spruce
and ﬁr in gymnosperms [155,161–163].
These channels share some common biochemical similarities, such
as ATP inhibition, GTP and diazoxide activation, voltage-dependence,
modulation by the mitochondrial redox state and by FFA [164], as well
as insensitivity to Mg2+ and selectivity for K+ and Rb+ [155]. On the
other hand, only themito K+ATP channel observed in some angiosperms
[160,165] and gymnosperms [162,163] is speciﬁcally activated by CsA,
prevented by high voltage values of the electrical potential [157] and
modulated by nitric oxide [166]. Recently, the electrophysiological
characterization of the mito K+ATP channel in durum wheat has been
fully elucidated [167]. More signiﬁcantly, in this work, it is shown that
plantmito K+ATP channel, differently from themammalian counterpart,
displays a signiﬁcant conductance of 150 pS in 150 mM K+, able to ef-
fectively decrease themembrane potential. This feature implies that ad-
ditional roles may be accomplished by these channels in plant
organelles.
Indeed, the K+ uptake mediated by this channel, working together
with an electroneutral K+/H+ exchanger, plays multiple functional
roles, affecting the protonmotive force, controlling organelle bioenerget-
ics, and inducing a mild uncoupling. This energy-dissipating activity has
been shown to be involved in: i) prevention of ROS production and oxi-
dative stress [156,158]; ii) the response to hyperosmotic drought and sa-
linity stress, as well as other environmental factors [159,168,169];
iii) thermogenesis in tubers and ﬂoral organs [163,170]. Additionally,
the K+ ﬂux is considered to be large enough to cause mitochondrial
swelling, by ultimately affecting the fate of themitochondrion/cell itself.
In plants, the K+ATP channel is involved in a low-amplitude PT, able to
release pro-apoptotic cytochrome c and to induce the onset of PCD
[162,165,166,171]. In agreement, it is noteworthy to consider that the
afﬁnity of the plant channel towards ATP (values of Ki around 0.3–
0.5 mM) is lower than that of mammalian mitochondria, suggesting
that, in plants, a decrease in ATP synthesis may considerably affect
and modulate the in vivo opening and closure of this channel [167].
Moreover, it has to be mentioned that also a highly active,
ATP-insensitive, Ca2+-dependent K+ uptake pathway has been identi-
ﬁed in tomato, potato and maize mitochondria [170]. Its activity is
suggested to be dependent on either a distinct large-conductance
Ca2+-activated mito BKCa channel, recently observed by the group of
Jarmuszkiewicz [161,172] or, alternatively, on the mito K+ATP channel
itself, depending on the modulation or association/dissociation of its
regulatory subunits [167]. Recently, a large-conductance Ca2+-insensitive
and iberiotoxin-sensitive channel has been also discovered in potato
tuber mitochondria [173]. Hence, it is more correct, as suggested by
Pastore and co-workers [155], to refer to various K+ channels in the
plant IMM, like in their animal counterparts.
Finally, with regard to the K+-driven low-amplitude PT, the activ-
ity of a mito K+ATP channel has also been shown in mitochondria of A.
castellanii [174] and mitoplasts of two Euglenozoa [175].
3. The evolutionary context where PTP arose
3.1. The origin of the eukaryotic cell and the phylogenetic tree
of eukaryotes
In this paragraph the origin of the ﬁrst eukaryotic cell and phylo-
genetic tree of Eukarya are outlined to the aim of deﬁning the context
in which PTP evolved.Living organisms are currently subdivided into three domains,
named Bacteria, Archaea and Eukarya [176]. The ﬁrst two are pro-
karyotes, while the third includes all eukaryotic organisms. The fossil
record of eukaryotic cells (protists) is known from a relatively small
number of Proterozoic rocks of approx. 1.8–1.3 Gya [177]. However,
in the light of more recent, intriguing evidence [178], acritarchs (a lin-
eage of protists) could have appeared very early (approx. 3.2 Gya
ago).
The complexity of the eukaryotic cell, with respect to the prokaryot-
ic cell, depends mainly on the presence of a system of endomembranes
and organelles that were shaped during evolution through different
steps. Mitochondria and chloroplasts, the major organelles, are the
“power houses” of the cells, although now they have been recognized
to accomplish several other major functions in cell physiology.
Between the end of the 19th and the beginning of the 20th century,
some scientists (A.F.W. Schimper, A. Meyer and C. Mereschkowsky)
speculated on the evolutionary origin of what is known today as the eu-
karyotic cell, but the ﬁrst complete theorywas proposed only at the end
of sixties of the last century by Lynn Margulis [179]. According to the
so-called endosymbiotic theory, mitochondria and chloroplasts have
originated, most probably, by two distinct endosymbiotic events. Both
organelles have evolutionary ancestors in Gram-negative prokaryotes
— mitochondria arose from an alpha-proteobacterium, chloroplasts
from an ancient cyanobacterium—whichwere engulfed by the primary
phagocyte (probably an archeal eocyte, provided of a cytoskeleton).
However, the origin of eukaryotic cells is complex and still re-
mains enigmatic. In the light of other evidence, eukaryotic cells
could derive from a genome fusion [180]. According to the latter au-
thors, the eukaryotic genome resulted from a fusion of two diverse
prokaryotic genomes and, therefore, the ﬁrst branches of the tree of
life should be actually described as a “ring of life” (Fig. 2, lower
part). In particular, eukaryotic cells seem to be the result of a fusion
between eubacterial and archaebacterial genomes, where the opera-
tional genes were primarily supplied from Eubacteria, whereas infor-
mational genes derived from Archaebacteria [180–182].
It is possible that mitochondria evolved from a planktonic marine
alpha-proteobacterial lineage (clade SAR11) that participated in multi-
ple interspeciﬁc cell colonization events. Sometimes, this resulted in a
parasitic relationship, but at least in one case this led to symbiosis
[183]. For the two above-mentioned hypotheses, the important ques-
tion is about the motility of the free-living mitochondrial ancestor and
its ability to survive in hypoxic conditions. Recent results, obtained by
sequencing the genome of Candidatus Midichloria mitochondrii, belong-
ing to Rickettsiales, show that this species has 25 genes associated to
ﬂagellar assembly and cbb3-type cytochrome oxidase (a terminal oxi-
dase), which enables it to survive at low levels of oxygen, an environ-
ment that probably characterized the early atmosphere of the Earth
[184]. Therefore, the mitochondrial ancestor could have played a more
active and parasitic role in eukaryogenesis.
For a long time the evolutionary relationships among eukaryotic
organisms (mainly protists: protozoans and algae) were inferred from
morphological and biochemical data, which permitted to classify the
diversity of these organisms (mainly microbial) into a large number of
distinct lineages. This picturewas partiallymodiﬁedby studies of compar-
ative genomics. Recent advances in thisﬁeld converge towards a phyloge-
netic tree composed of ﬁve large hypothetical “supergroups” (Fig. 2,
upper part), describing eukaryotic diversity, although the order of diver-
gence among these groups remains uncertain [185,186]. The ﬁrst super-
group, named Unikonta, is a controversial taxon that includes also
Amoebozoa and Opisthokontes (including animals and fungi) [187]. The
second (Excavates) includes numerous protists,many ofwhich are anaer-
obic and/or parasitic organisms. The third (Rhizaria) is a supergroup, re-
cently recognized [187], very widespread in nature, although numerous
species are less known. The diversity of algae and other protists is
accounted by the fourth supergroup (Chromalveolata) that includes Stra-
menopiles and Alveolates. Finally, members of Plantae (ﬁfth supergroup)
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primary endosymbiosis. Phylogenies of many plastid genes support the
view that this supergrouphas to be considered as awhole [188]. These su-
pergroups have been later, in part, reshufﬂed, because Chromalveolata
(Stramenopiles-Alveolates) and Rhizaria have been assembled in a larger
supergroup identiﬁed by the acronym SAR [189].
In spite of this complex scenario, from available evidence it is possi-
ble to infer that themitochondrial endosymbiosis could have happened
prior the divergence of extant eukaryotes [182]. As seen in Section 2,
mitochondrial PT has been detected in several eukaryotic organisms
that are considered as “model organisms” [190]. Unfortunately, no in-
formation is available about sponges and cnidarians, as well as for
Chromalveolata, Rhizaria and Excavates (Fig. 2, upper part).3.2. Exaptation in the evolution of living organisms
Since the publication of Darwin's On the Origin of Species by Natural
Selection, the Darwinian theory still provides the most compelling ex-
planation of the evolution of living organisms. However, in the past,
some aspects have been inadequately examined, such as the presence
and distribution of alternative phenotypes toward which existing living
organisms may evolve [191]. There are apparently forbidden pheno-
types that cannot be explained by an apparently adaptive disadvantage,
while, on the contrary, “monstrous” phenotypes are generated even
by point mutations. Therefore, some evolutionary biologists prefer
to adopt a pluralistic approach, which allows to consider also other
forces acting in evolution — e.g. symbiosis, contingency, niche con-
straints, structural constraints, etc. [192,193]. The recent birth of
Evo-Devo (Evolutionary Developmental Biology) is perhaps themost sig-
niﬁcant ﬁeld opened by this new perspective [194–196].
In this novel scenario, new emphasis has also acquired the concept
of exaptation, introduced since 1982 by Stephen J. Gould and Elisabeth
S. Vrba [42], who re-evaluated and extended the concept of pre-
adaptation already conceived by Charles R. Darwin. Meanwhile, this
evolutionary strategy became an “exaptation program”, which has
been also subjected to an open peer commentary [197].
As it is known, the core of the Darwinian theory is represented by
an explanation of adaptation, i.e. how a character was shaped for its
current use. However, as argued by Gould and Vrba [42], a trait previ-
ously selected to accomplish a speciﬁc function, may be subsequently
exapted (coopted) for a new role (type one exaptation). In the ex-
treme case, a character without a function, whose origin cannot be as-
cribed to natural selection (non-adaptation), may also be exapted to
perform its current function (type two exaptation). The phenomenon
of exaptation — exempliﬁed by Gould and Lewontin [198] with the
metaphor of the spandrels in the dome of the Basilica of St. Mark in
Venice — is now widely recognized in very different evolutionary
contexts, ranging from the molecular level to species, including
human beings [193]. On the basis of recent suggestions, human be-
havior, symbolic cognition [197,199] and altruism [200] would have
evolved through exaptations. But even in unicellular organisms, the ac-
tive cell death, although explained as a maladaptive trait maintained as
a by-product of selection or pro-survival functions, may be interpreted
as an altruistic trait (exapted), under conditions in which kin/group se-
lection can act [133].
Another aspect has to be pointed out. In the Darwinian theory, the
evolutionary changes are considered to be the product of sorting, a
term by which the differential birth and death among individuals
within a population is described. Natural selection, acting on organ-
isms in the ‘struggle for existence’, supplies a determinant of sorting,
albeit the latter may be also triggered by other causes, such as genetic
drift. When we try to interpret a biological phenomenon, in the light
of this distinction, several types of evolutionary targets (genome, me-
tabolism, cell, organ, organism, species), at ascending levels of inclu-
sion (hierarchical perspective), have to be considered [201].In this new conceptual framework, exaptation may thus display its
distinctiveness and function at the different levels of complexity at
which evolution may act. Indeed, the role of exaptation at the geno-
mic level has been stressed [202]. This view is partially in agreement
with a recent deﬁnition of gene, suggested as the result of the
ENCODE project [203]. These authors describe the history of this elu-
sive concept, from gene as a discrete unit of inheritance to gene as
ORF (open reading frame). Their conclusion is that “a gene is a
union of genomic sequences encoding a coherent set of potentially
overlapping functional products.” This deﬁnition highlights “how in-
tegral the concept of biological function is in deﬁning genes,” which,
in this context, might be a source of type one exaptations.
This picturemay be completed by another paper, also resulting from
the ENCODE project, in which the functional behavior of 1% of the
human genome was studied [204]. The latter authors stated that:
“Surprisingly many functional elements are seemingly unconstrained
across mammalian evolution. This suggests the possibility of a large
pool of neutral elements that are biochemically active but provide no
speciﬁc beneﬁt to the organisms.” This statement was interpreted as a
form of store of genes, conceived as a “warehouse material for natural
selection.” Less restrictedly, we suggest these genes may constitute row
matter for evolution, which can also experience forms of type two
exaptations. This suggestion is in line with the “genomenclature” pro-
posed some years ago [205], which allows to recognize pseudogenes
and “junk DNA” as parts of a vast repertoire of sequences able to shape
an organismduring evolution. This genetic potential is termed “potonous”
or “potogenes” and its products may be exapted for novel functions.
From the above considerations, we can infer that exaptationmay in-
volve only the proteomic/functional level, without any determination at
the genome level, except for the (protein) factors controlling its tran-
scription. This concept, already put forward by Weiner and Maizels, is
still neglected in biochemistry [206]. Conversely, we think that exapta-
tion can also display its extraordinary potentialities at this molecular/
functional level. Therefore, we assert that new functions may also
arise from exaptation of pre-existing proteins/activities to form new
complexes and functions.
Probably the ﬁrst example of molecular/functional exaptation,
also reported by Gould and Vrba in their pivotal paper [42], is
α-lactalbumin, a milk protein of unknown function, which has an
amino acid sequence similar to that of lysozyme. Although α-
lactalbumin by itself does not display any enzymatic activity, it is a
component of the two-protein lactose synthase [207]. A similar ex-
ample is offered by the β-subunit of the plant mitochondrial ATP
synthase, which exhibits PPiase activity [208]. Thus it seems that a
protein with a PPiase activity (PPi could be an ancient reservoir of en-
ergy) has been exapted and brought together with other proteins to
form the ATP synthase complex. Other suggestive examples were
reported and critically examined [193]. Therefore, we summarize
here only the most relevant.
The human tyrosyl-transfer RNA synthase catalyses the covalent
attachment of the amino acid tyrosine to the corresponding molecule
of tRNA. This enzyme has high sequence similarity (49% identity)
with the endothelial monocyte-activating polypeptide II (EMAP II)
[209,210], a cytokine that activates endothelial monocytes during in-
ﬂammation [211] and stimulates phagocytic cells, triggering apoptosis.
Tyrosyl-tRNAmay be secreted when cells undergo apoptosis to be then
cleaved into two cytokines behaving as EMAP II [212]. The synthetic
activity of tyrosyl-tRNA synthase has to be considered primary, while
its opposite role in cell death (as EMAP II) is considered to be secondary,
because it appears the result of a gene duplication. The new function
(apoptosis) performed by this cytokine has been interpreted as an
exaptation, occurring only after this second gene (the new isoform of
tyrosyl-tRNA) has been expressed and its product released outside the
cell [211]. The versatility of tyrosyl-tRNA synthase is very surprising,
because it may function also as a cofactor for self-splicing of Group I
intron in Neurosporamitochondrial RNA [213].
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fered by crystallines of the eye lens. Crystallines are the most abundant
proteins in the eye lens of vertebrates, but have been found also in in-
vertebrates, such as the marine sponge Geodia cydonium [214]. They
are numerous and diverse, but can be subdivided into two groups
[215]: structural tension proteins (e.g. α-, β- and γ-crystallines), wide-
spread the eye in lens of many vertebrates; taxon speciﬁc crystallines,
found in more speciﬁc evolutionary lineages. The ﬁrst are the result of
exaptations that have involved small proteins (heat shock proteins),
while the second were exapted starting from very different enzymes
(e.g. alcohol dehydrogenase,α-enolase, glutathione S transferase, trans-
ketolase, aconitase, etc.). Unlike tyrosyl-tRNA synthase, crystallines are
an example of acquisition of a new function, without gene duplication
[216]. In other words, crystallines are an extraordinary example of mul-
tifunctionality and creativity of the molecules of life [217].
There are at least four other examples that can be interpreted as
exaptations. MARCKS (myristoilated alanine-rich C kinase substrate)
and its cognate MARCKS-related protein (MRP) are abundant, widely
distributed proteins that in solution are labile but essential for control-
ling cell shape changes [218]. There is little evidence on their secondary
structure, because they are able to switch amongdifferent conformations
— presumably functional — a trait interpreted as a putative example of
exaptation. Class I ligases are a group of artiﬁcial ribozymes, originally se-
lected from random pools of mRNA sequences, whose catalytic activity
depends on metals. Magnesium is the preferred, although these ligases
are active with other divalent cations (e.g. Ca2+, Sr2+ and Mn2+). They
exhibit also the ability to accumulate metals, an activity that was inter-
preted as an exaptation [219]. The protein avidin, found in white egg, is
normally able to bind biotin to form a stable homotetramer. However,
this protein is also exapted to be oligomerized with the extracellular
mosaic protein ﬁbropellin, thus changing function [220]. Finally, porin
or VDAC, a putative component of PTP, is another example of molecular
exaptation. These channels are widespread in Gram-negative bacteria,
chloroplasts and, obviously, mitochondria [221,222], but they are also
expressed in plasma membranes, where VDAC1 exhibits a trans-plasma
membrane NADH-ferricyanide reductase activity [223].
In our opinion, molecular exaptation could be described by other
examples, which have been, however, interpreted in a different
manner. We refer to many enzymes, deﬁned “moonlighting”, with
reference to the capability of performing, besides their enzymatic
activity, other non-enzymatic functions (e.g. structural or regulatory).
In addition, other enzymes, qualiﬁed as “catalytically promiscuous”,
are capable of catalysing secondary reactions [224]. Among moonlight-
ing proteins there are pephyrin, phosphoglucose isomerase and the
above mentioned tyrosyl-tRNA synthase of Neurospora crassa, while
among proteins with catalytic promiscuitywemention aminoglycoside
kinase, tetrachlorohydroquinone dehydrogenase and aldolase antibody
38C2. Hence, we may conclude that molecular (functional) exaptation
is a very common phenomenon, which shaped the metabolism of
eukaryotic cells, a domain that Gould deﬁned “a kingdom extremely
fertile.”
4. The origin of PTP by multiple molecular exaptation
From the above described evidence, it is clear that PT is not a func-
tion linked to a speciﬁc protein(s) expressed by a gene(s). On the
other hand, PT cannot be ascribed to the long list of functions classi-
ﬁed as “orphan” metabolic activities (corresponding to 30–40%), for
which the relative genes have to be still discovered [225]. Rather,
PTP seems to emerge as an assembly of several proteins, whose trans-
port function is highly regulated. In any case, PTP appears to be the
result of the cooperation of several mitochondrial proteins probably
localized in the OMM and IMM, as well as in the matrix. Hence, we
suggest that such a function, the PT, could be derived from exaptation
of different pre-existing functional proteins (channels, enzymes or
other) that still perform their speciﬁc activity. In other words, wepropose that a multiple exaptation of type one led to a highly regulat-
ed functional complex, which could have arisen early during eukary-
ote evolution. Indeed, the main characteristics of the PT are highly
conserved, having been identiﬁed, with minor differences, in evolu-
tionary divergent organisms [34,41] (Fig. 2, upper part). Although a
typical PTP has not been shown in anoxia-tolerant crustaceans
[89,90], it has been identiﬁed in several members of Animalia (mam-
mals, amphibians, ﬁsh and insects) but also in Ascomycetes (yeasts).
These different organisms seem to possess mitochondria with the
basic putative components of PTP that, in several cases (i.e. ﬁsh, in-
sects and yeasts), results to be CsA-insensitive. However, this dis-
crepancy appears to be taken over by the observation that Pi is the
actual inhibitor, common to the various expressions of PT. Thus, it
seems that the coordination of the symbiotic relationship between
the cell and mitochondria is dictated by Pi, an indicator of the energy
status of the cell [39]. Since in the presence of CyP-D this inhibition is
lacking, it would be useful to examine Pi effect in mitochondria
showing a CsA-insensitive PTP. Unfortunately, no information is
available on PT in mitochondria from Amaebozoas, Excavates, Chro-
moalveolates and green algal cells, the latter being crucial organisms
in the evolution of plants. This information would be very useful to
reconstruct the phylogeny of this function.
The evolution of PTP by a mechanism of exaptation might also
help us to understand some differences exhibited by PT in the differ-
ent taxa examined. Being the result of an assembly of different pro-
teins, this aggregation could have happened in a very ﬂexible (and
variable) way to better face the internal (cellular) and the external
(environmental) contexts in which PTP arose. The consequent versa-
tility of PTP is exempliﬁed by its ability to switch from low- to
high-conductance states [46], functions that can overlap those ac-
complished by the mito K+ATP channels, commonly recognized in
mammalian mitochondria [19]. As seen above, some species of
ﬂowering plants have mitochondria exhibiting a high-amplitude PT,
which is either CsA-sensitive [107,108] or CsA-insensitive [109,110].
Similarly to animals, plants also show a low-amplitude PT mediated
by mito K+ATP channels [155,161] that, in some cases, are stimulated
by CsA in mitochondria isolated from both angiosperms [160,165]
and gymnosperms [162,163]. The molecular identity of the plant K+
channel(s) has not been conclusively elucidated yet; nevertheless, several
distinct putative candidates have been proposed [155,161]. On the basis
of functional similarities, it has been suggested that themito K+ATP chan-
nel would consist of Kir and SUR subunits, similar to those forming the
tetramer of thewell-known surface K+ATP channels [226–228]. However,
on the basis of a new, suggestive hypothesis, plant mito K+ATP channel
may be ascribed to a multi-functional complex, resulting from the inter-
action among mitochondrial proteins (e.g. ATP-binding cassette, PiC,
ANT, ATP synthase and succinate dehydrogenase), some of which are
also involved in the formation of PTP [144,167,229]. Hence, even the
mito K+ATP channel, performing functions similar to PTP, might be the
result of exaptation.
5. When did PT appear during evolution?
It is possible to hypothesize that the relationship between the
endosymbiont and the host was depending, at the beginning, on
transporters and channels present in the outer and inner membranes
inherited from the free-living ancestor, a Gram-negative bacterium.
The evolution of a primitive endosymbiotic relationship to a more
advanced one, in which the host masters and exploits the guest,
appears to be determined by the formation of more complete
protein-import machinery and by the insertion into the inner mem-
brane of protein carriers for better obtaining energy from the host
[230]. This process could have been driven by the host cell (outside
view), thus its proteins were “imposed” on the ancestral endosymbi-
ont, but also the endosymbiont could have had an active role in esta-
blishing key elements of the protein import pathways (inside view),
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the IMM of the ancestral bacterial proteins [231]. Although the pro-
karyotic ancestor of TOM40 remains to be determined, it is possi-
ble to predict that this translocase subunit could have been the
site where additional subunits (e.g. TOM7 and TOM22) aggregated,
so enhancing the function of this primitive translocase [232]. In
other words, we can suggest that also this event could be due to
exaptation.
The main question now is: when did PT appear during evolution?
Unfortunately, it is difﬁcult to reconstruct a cladogram, based on mi-
tochondrial PT, for the organisms exhibiting it, since this structure/
function is, as hypothesized, the result of an assembly of different
proteins, whose composition is not still completely elucidated. A ten-
tative answer could, however, be provided by searching genomic da-
tabases for the presence in the model species of at least some of the
PT's putative molecular components. A PTP component, appearing
to be shared among Eukarya, is represented by cyclophilins for their
crucial regulatory role. Therefore, we performed a phylogenetic anal-
ysis by comparing protein sequences of mitochondrial cyclophilin/
peptidyl–prolyl isomerase, found in the main model organisms
exhibiting PT (Fig. 3). From this comparison, it also appears that a ho-
mologous protein is present in Gram-negative bacteria (Legionella
sp.) and that its basic structure is phylogenetically linked to those rec-
ognized in eukaryotic organisms known to accomplish PT. The
targeting of these eukaryotic proteins to mitochondria is demonstrat-
ed by the high score exhibited by the prediction analysis of their
N-terminal amino acid sequences. In addition, this cladogram shows
a pattern that only partially overlaps to that of the major phylogenetic
trees described for the evolution of these organisms. In particular, the
position of fungi is questionable, because these organisms are closer
to animals. This partial discrepancy might depend on the limited
number (only cyclophilins) of proteins compared and organisms ex-
amined. In any case, it is possible to infer that cyclophilins and, conse-
quently, PTP may have not been arisen by convergence phenomena.
Very interesting in this frame is the presence in Legionella pneumophila,
in addition to a cyclophilin polypeptide (lpg1982), of two others
polypeptides (lpg0211, lpg1974) corresponding, respectively, to the
peripheral TSPO (PBR) and VDAC [233]. Therefore, the latter authors
argue that these proteins may be recruited in a multiprotein complex,
similar to PTP, which could regulate intracellular survival and/or
proliferation.
In the light of this evidence, PTP seems to be co-evolved with
other mitochondrial metabolite transport systems to regulate theFig. 3. Cladogram of homologous cyclophilins/peptidyl–prolyl cis–trans isomerases from
different taxa. For the eukaryotic sequences, the presence of themitochondrial target pep-
tide was predicted by TargetP program (http://www.cbs.dtu.dk/services/TargetP). In
brackets are indicated the NCBI Reference Sequence accession numbers and the prediction
scores for themitochondrial target peptide [257]. The following sequenceswere used: CyP
Homo sapiens (P30405.1, 0.948); CyP Danio rerio (NP_001032199.1, 0.587); CyP Drosoph-
ila melanogaster (NP_523366.2; 0.858); CyP Caenorhabditis elegans (NP_506561.1, 0.820);
CyP Saccharomyces cerevisiae (NP_013633.1, 0.819); CyP Vitis vinifera (XP_003633689.1,
0.932); PPI Legionella pneumophila (YP_001250736.1, n.a.). Sequences were aligned by
ClustalW2 (http://www.ebi.ac.uk/Tools/msa/clustalw2) and the cladogram was obtained
by Phylip 3.67 package program (http://mobyle.pasteur.fr/cgi-bin/portal.py?#forms::
protpars) by ProtDist and Fitch-Margoliash methods.endosymbiont-host relationship. Nevertheless, we hypothesize that PT
acquired itsmaster function in connectionwith the advantage of regulat-
ing the exchanges of molecules between the host and the endosymbi-
ont and, consequently, the energetic state of the proto-eukaryotic cell.
PTP could have appeared when the early aerobic parasite/
endosymbiont experienced an increase of O2, which caused a corres-
ponding increase of oxidative phosphorylation. In parallel, the host
(probably) had the capacity of performing an efﬁcient glycolysis. Thus,
the energetic situation of the early aerobic proto-eukaryotic cell might
have been similar to that observed in cancer cells (Warburg effect)
[234], where glycolysis accounts for 50 to 70% ATP produced [235], and
to that detected in yeast grown aerobically with glucose [236]. These as-
sumptions are in agreement with a very recent hypothesis, suggesting
that cancer cells can be assimilated to a protozoan-like cell. Therefore,
life of protists during thePre-Cambrian period [237] could have been fea-
tured by a cancer-like type of energetic metabolism [238]. However,
this would have hindered the successive evolution of multicellular
organisms, obviously relying on more efﬁcient mechanisms of energy
production. The extraordinarily ﬂexible function performed by PTP
could have offered a ﬁnely tuneable mechanism, allowing a rapid shift
from oxidative phosphorylation to glycolysis and viceversa, so avoiding
a simultaneous aerobic and anaerobic ATP synthesis. Indeed, Warburg
metabolism may arise from a tubulin-dependent closure of VDAC,
which results in inhibition of mitochondrial function [238]. Why is ATP
excess harmful for the cell? Because it is closely connected to ROS pro-
duction, which is increased when ATP is high and the electron transport
ﬂux is not down-regulated accordingly. The opening of PTP possibly
caused an uncoupling that would have decreased this risk, lowering
both ATP and ROS levels and thus ameliorating the endosymbiotic
relationship.
The role played by PTP in optimising both ATP synthesis and ROS
production is even more stringent, as suggested by the above cited
model of Pi as a PTP energy sensor [39], corroborated by plentiful
observations done in living organisms where just a moderate
decrease of ATP level almost immediately results in apoptotic cell
death. This death turns to necrotic death if ATP reaches low levels,
through a process characterized by formation of cells with intermediate
hallmarks, namednecrapoptotic cells [239]. To understand properly this
key role of PTP, it could be useful to integrate the cell-centered perspec-
tive by adopting an ecological one: PT-dependent apoptosis appears to
be a process antagonizing the anaerobic metabolism (production of
ATP), which would result in a “selﬁsh” dissipation of the free energy
available in oxidizable substrates. Thus, PT seems to assure that only
the cells with the best performances in terms of ATP yield can survive,
while the others will undergo apoptosis. It can be speculated that
this bioenergetic coordination might have been tested in unicellular
species long before the appearance of multicellular organisms, being
an advantage for the survival of the community of cells living in the
same niche. Still from the beginning, this advantage could be arisen be-
cause bacterial cells were a population forming a near-isogenic clone.
Thus, from an evolutionary point of view, the survival of a sister cell,
in terms of gene propagation, represented an advantage also for the
dead cell (altruistic behavior). Later on, this model could have offered
the possibility of the evolution of multicellular organisms, in which,
again, survival would depend on ﬁnely tuned bioenergetics. The conse-
quences of energetically selﬁsh behaviors in complex organisms is
clearly seen in cancer, whose cells grow to the detriment of the host or-
ganism [238].
Mammalian apoptosis is under control of pro- and anti-apoptotic
proteins of the Bcl-2 family. These proteins are usually subdivided
into three classes on the basis of their pro- or anti-apoptotic role
and their Bcl-2 Homology (BH) domains [240]. Although their regula-
tory mechanism is still largely unknown, it is useful to speculate if
and how these proteins may have contributed to the regulation of
PT, allowing cells with low performances in terms of ATP yield, to un-
dergo apoptosis.
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seem to be a reminiscence of the mechanism performed by colonial
prokaryotes, which appears to be mediated by modules of toxin-
antitoxin systems, encoded by a pair of genes [241–243]. In a very re-
cent paper [244], it has been shown that this type of PCD is performed
in E. coli by the mazEF module encoding a stable toxin (Mazf) and a
labile antitoxin (MazE). mazEF-dependent cell death is a population
phenomenon that requires a quorum-sensing pentapeptide named
Extracellular Death Factor (EDF). This process overlaps with a second
death pathway, named apoptotic-like death (ALD), which is mediated
by recA and lexA genes. Under conditions of severe DNA damage,
mazEF genes trigger a cell death that inhibits ALD. The suicide of the
cells by the ﬁrst mechanism, releasing substrates, is interpreted as
an altruistic behavior to favor the survival of the remaining cells. Al-
though apoptotic proteins in eukaryotes have homologs in prokary-
otes [245], their presence seems to be sporadic and does not allow
to conclude that the pro- and anti-apoptotic proteins of prokaryotes
are conserved in eukaryotes. In particular, the members of the Bcl-2
family do not have homologs in eubacteria, fungi and tracheophytes.
The only example of a shared anti-apoptotic protein is represented by
BAX inhibitor-1 [246].
Protists also exhibit forms of PCD, suggesting an ancient evolu-
tionary origin of this regulated process, although the identiﬁcation
of the molecular components of their cell death machinery is still
scarce [134]. Nevertheless, mammalian Bcl-2 family members are
cross-functional in plant cell death regulation [247–250], as their het-
erologous expression permits to regulate PCD in yeast and plants.
Hence, we may speculate that the mechanism of regulation, based
on Bcl-2 family members, might have arisen during evolution after
the appearance of PTP, thus reﬂecting a historical separation of the
two processes in question [251].
Several members of the Bcl-2 family (e.g. Bcl-2, Bcl-xL, Bax and
Bak) can regulate PTP. In addition, other Bcl-2 proteins may per se
form autonomous channels that contribute to amplify the dep-
olarizing effect induced by PT. This led to hypothesize two mecha-
nisms, involving the opening of two mitochondrial channels, the
PTP in the IMM and the mitochondrial apoptosis-induced channel
(MAC) in the OMM [252]. Activation of MAC would be regulated
by Bcl-2 proteins. According to Forte and Bernardi [251], it is also
reasonable to suggest an integrated action between PTP and Bcl-2
proteins, occurring at the level of transient activation of the PTP.
In any case, the anti-apoptotic effect of these proteins, in particular
Bcl-2, neither requires the maintenance of the mitochondrial
transmembrane electrical potential nor prevents or delays the de-
crease of cellular ATP level [253–255], which, as above seen, is cru-
cial to deﬁne the fate of the cells (apoptotic, necroapoptotic, or
necrotic death).
On the basis of the above considerations, wemay infer that cell death,
linked to loss of ATP, can constitute a form of primordial death, which al-
lows to eliminate cellswith lowenergetic performances, in away that can
be assimilated to an altruistic behavior. But with the increase of the com-
plexity of the organisms and the related diversiﬁed functions, other
mechanisms of regulation, such as that based on Bcl-2 family proteins,
might have arisen during the course of evolution, favoring the develop-
ment of metazoans. This view may also include the possibility that
some components of the Bcl-2 family (Noxa and Mcl-1) could become
the executioners of apoptosis in T cells subjected to glucose starvation
[256].
The complex architecture of PTP, acquired by exaptation, rendered
it more prone to regulation in a changing environment, permitting it
to accomplish such a function. Therefore, it is possible to infer that
PTP could have contributed, during evolution, to assure both energet-
ic and regulatory functions, particularly in metazoans. Hence, we may
conclude that exaptation can supply a fertile conceptual framework
to interpret and re-interpret biochemical functions and structures of
elusive evolutionary origin.Acknowledgements
We wish to thank Prof. Paolo Bernardi and Prof. Alessandro Minelli,
University of Padua, for their support, suggestions and critical reading
of the paper. This work was supported by European Regional Develop-
ment Fund, Cross-Border Cooperation Italy-Slovenia Programme
2007–2013 (TRANS2CARE and AGROTUR projects).References
[1] J. Raaﬂaub, Über den wirkungsmechanismus von adenosintriphosphat (ATP) als
cofaktor isolierter mitochondrien, Helv. Physiol. Pharmacol. Acta 11 (1953) 157–165.
[2] F. Hunter Jr., L. Ford, Inactivation of oxidative and phosphorylative systems in
mitochondria by preincubation with phosphate and other ions, J. Biol. Chem.
216 (1) (1955) 357–369.
[3] A. Lehninger, Reversal of various types of mitochondrial swelling by adenosine
triphosphate, J. Biol. Chem. 234 (1959) 2465–2471.
[4] L. Wojtczak, A. Lehninger, Formation and disappearance of an endogenous
uncoupling factor during swelling and contraction of mitochondria, Biochim.
Biophys. Acta 51 (1961) 442–456.
[5] G. Azzone, A. Azzi, Volume changes in liver mitochondria, Proc. Natl. Acad. Sci. U.
S. A. 53 (1965) 1084–1108.
[6] R.A.Haworth, D.R. Hunter, The Ca2+inducedmembrane transition inmitochondria.
II. Nature of the Ca2+ trigger site, Arch. Biochem. Biophys. 195 (1979) 460–467.
[7] D.R. Hunter, R.A. Haworth, The Ca2+ inducedmembrane transition inmitochondria. I.
The protective mechanisms, Arch. Biochem. Biophys. 195 (1979) 453–459.
[8] D.R. Hunter, R.A. Haworth, The Ca2+ induced membrane transition in mitochon-
dria. III. Transitional Ca2+ release, Arch. Biochem. Biophys. 195 (1979) 468–477.
[9] S. Massari, G.F. Azzone, The equivalent pore radius of intact and damaged mito-
chondria and the mechanism of active shrinkage, Biochim. Biophys. Acta 283
(1972) 23–29.
[10] T.E. Gunter, K.K. Gunter, S.S. Sheu, C.E. Gavin, Mitochondrial calcium transport.
Physiological and pathological relevance, Am. J. Physiol. 267 (1994) C313–C339.
[11] T.E. Gunter, D.R. Pfeiffer, Mechanisms by which mitochondria transport calcium,
Am. J. Physiol. 258 (1990) C755–C786.
[12] K.M. Broekemeier, M.E. Dempsey, D.R. Pfeiffer, Cyclosporin A is a potent inhibi-
tor of the inner membrane permeability transition in liver mitochondria, J. Biol.
Chem. 264 (1989) 7826–7830.
[13] M. Crompton, A. Costi, Kinetic evidence for a heart mitochondrial pore activated
by Ca2+, inorganic-phosphate and oxidative stress. A potential mechanism for
mitochondrial dysfunction during cellular Ca2+ overload, Eur. J. Biochem. 178
(1988) 489–501.
[14] N. Fournier, G. Ducet, A. Crevat, Action of cyclosporine on mitochondrial calcium
ﬂuxes, J. Bioenerg. Biomembr. 19 (1987) 297–303.
[15] A.P. Halestrap, A.M. Davidson, Inhibition of Ca2+ induced large-amplitude swell-
ing of liver and heart mitochondria by cyclosporin is probably caused by the in-
hibitor binding to mitochondrial-matrix peptidyl–prolyl cis–trans isomerase
and preventing it interacting with the adenine-nucleotide translocase, Biochem.
J. 268 (1990) 153–160.
[16] I. Szabó, M. Zoratti, The giant channel of the inner mitochondrial-membrane is
inhibited by cyclosporine-A, J. Biol. Chem. 266 (1991) 3376–3379.
[17] K.W. Kinnally, M.L. Campo, H. Tedeschi, Mitochondrial channel activity studied
by patch-clamping mitoplasts, J. Bioenerg. Biomembr. 21 (1989) 497–506.
[18] V. Petronilli, I. Szabó, M. Zoratti, The inner mitochondrial membrane contains
ion-conducting channels similar to those found in bacteria, FEBS Lett. 259
(1989) 137–143.
[19] P. Bernardi, Mitochondrial transport of cations: channels, exchangers, and per-
meability transition, Physiol. Rev. 79 (1999) 1127–1155.
[20] P. Bernardi, V. Petronilli, The permeability transition pore as a mitochondrial calcium
release channel: a critical appraisal, J. Bioenerg. Biomembr. 28 (1996) 131–138.
[21] M. Zoratti, I. Szabó, The mitochondrial permeability transition, Biochim. Biophys.
Acta, Rev. Biomembr. 1241 (1995) 139–176.
[22] A. Rasola, P. Bernardi, Themitochondrial permeability transition pore and its involve-
ment in cell death and in disease pathogenesis, Apoptosis 12 (2007) 815–833.
[23] W.G. van Doorn, E.J. Woltering, Many ways to exit? Cell death categories in
plants, Trends Plant Sci. 10 (2005) 117–122.
[24] S. Desagher, J.C. Martinou, Mitochondria as the central control point of apopto-
sis, Trends Cell Biol. 10 (2000) 369–377.
[25] G. Kroemer, J.C. Reed,Mitochondrial control of cell death,Nat.Med. 6 (2000) 513–519.
[26] E. Lam, Controlled cell death, plant survival and development, Nat. Rev. Mol. Cell
Biol. 5 (2004) 305–315.
[27] A. Vianello, M. Zancani, C. Peresson, E. Petrussa, V. Casolo, J. Krajnakova, S. Patui,
E. Braidot, F. Macrì, Plant mitochondrial pathway leading to programmed cell
death, Physiol. Plant. 129 (2007) 242–252.
[28] C. Fleury, M. Pampin, A. Tarze, B. Mignotte, Yeast as a model to study apoptosis?
Biosci. Rep. 22 (2002) 59–79.
[29] J.J. Lemasters, Modulation of mitochondrial membrane permeability in pathogenesis,
autophagy and control of metabolism, J. Gastroenterol. Hepatol. 22 (2007) S31–S37.
[30] C. Pereira, R.D. Silva, L. Saraiva, B. Johansson, M.J. Sousa, M. Corte-Real,
Mitochondria-dependent apoptosis in yeast, Biochim. Biophys. Acta, Bioenerg.
1783 (2008) 1286–1302.
[31] S. Grimm, D. Brdiczka, The permeability transition pore in cell death, Apoptosis
12 (2007) 841–855.
2083A. Vianello et al. / Biochimica et Biophysica Acta 1817 (2012) 2072–2086[32] V.P. Skulachev, Bioenergetic aspects of apoptosis, necrosis and mitoptosis, Apoptosis
11 (2006) 473–485.
[33] M. Crompton, The mitochondrial permeability transition pore and its role in cell
death, Biochem. J. 341 (1999) 233–249.
[34] S. Uribe-Carvajal, L.A. Luevano-Martinez, S. Guerrero-Castillo, A. Cabrera-Oreﬁce,
N.A. Corona-de-la-Pena, M. Gutierrez-Aguilar, Mitochondrial unselective channels
throughout the eukaryotic domain, Mitochondrion 11 (2011) 382–390.
[35] J.E. Kokoszka, K.G. Waymire, S.E. Levy, J.E. Sligh, J. Cai, D.P. Jones, G.R. MacGregor,
D.C. Wallace, The ADP/ATP translocator is not essential for the mitochondrial
permeability transition pore, Nature 427 (2004) 461–465.
[36] A. Krauskopf, P. Lhote, O. Petermann, U.T. Ruegg, T.M. Buetler, Cyclosporin A generates
superoxide in smooth muscle cells, Free. Radic. Res. 39 (2005) 913–919.
[37] A.W.C. Leung, A.P. Halestrap, Recent progress in elucidating the molecular
mechanism of the mitochondrial permeability transition pore, Biochim. Biophys.
Acta, Bioenerg. 1777 (2008) 946–952.
[38] P. Varanyuwatana, A.P. Halestrap, The roles of phosphate and the phosphate car-
rier in the mitochondrial permeability transition pore, Mitochondrion 12 (2012)
120–125.
[39] E. Basso, V. Petronilli, M.A. Forte, P. Bernardi, Phosphate is essential for inhibi-
tion of the mitochondrial permeability transition pore by cyclosporin A and by
cyclophilin D ablation, J. Biol. Chem. 283 (2008) 26307–26311.
[40] J. Šileikytè, V. Petronilli, A. Zulian, F. Dabbeni-Sala, G. Tognon, P. Nikolov, P.
Bernardi, F. Ricchelli, Regulation of the inner membrane mitochondrial perme-
ability transition by the outer membrane translocator protein (peripheral ben-
zodiazepine receptor), J. Biol. Chem. 286 (2011) 1046–1053.
[41] P. Paucek, G. Mironova, F. Mahdi, A.D. Beavis, G. Woldegiorgis, K.D. Garlid
Reconstitution, and partial puriﬁcation of the glibenclamide-sensitive,
ATP-dependent K+ channel from rat liver and beef heart mitochondria, J. Biol.
Chem. 267 (1992) 26062–26069.
[42] S.J. Gould, E.S. Vrba, Exaptation—a missing term in the science of form, Paleobi-
ology 8 (1982) 4–15.
[43] A. Rasola, P. Bernardi, Mitochondrial permeability transition in Ca2+-dependent
apoptosis and necrosis, Cell Calcium 50 (2011) 222–233.
[44] A.P. Halestrap, What is the mitochondrial permeability transition pore? J. Mol.
Cell. Cardiol. 46 (2009) 821–831.
[45] F. Ricchelli, J. Sileikyte, P. Bernardi, Shedding light on the mitochondrial perme-
ability transition, Biochim. Biophys. Acta, Bioenerg. 1807 (2011) 482–490.
[46] F. Ichas, J.P. Mazat, From calcium signaling to cell death: two conformations for
the mitochondrial permeability transition pore. Switching from low- to
high-conductance state, Biochim. Biophys. Acta, Bioenerg. 1366 (1998) 33–50.
[47] A.P. Halestrap, Calcium, mitochondria and reperfusion injury: a pore way to die,
Biochem. Soc. Trans. 34 (2006) 232–237.
[48] V. Petronilli, D. Penzo, L. Scorrano, P. Bernardi, F. Di Lisa, The mitochondrial per-
meability transition, release of cytochrome c and cell death — correlation with
the duration of pore openings in situ, J. Biol. Chem. 276 (2001) 12030–12034.
[49] D. Gramaglia, A. Gentile, M. Battaglia, L. Ranzato, V. Petronilli, M. Fassetta, P.
Bernardi, A. Rasola, Apoptosis to necrosis switching downstream of apoptosome
formation requires inhibition of both glycolysis and oxidative phosphorylation
in a BCL-X(L)- and PKB/AKT-independent fashion, Cell Death Differ. 11 (2004)
342–353.
[50] P. Bernardi, A. Krauskopf, E. Basso, V. Petronilli, E. Blalchy-Dyson, F. Di Lisa, M.A.
Forte, The mitochondrial permeability transition from in vitro artifact to disease
target, FEBS J. 273 (2006) 2077–2099.
[51] D.B. Zorov, M. Juhaszova, Y. Yaniv, H.B. Nuss, S. Wang, S.J. Sollott, Regulation and
pharmacology of the mitochondrial permeability transition pore, Cardiovasc.
Res. 83 (2009) 213–225.
[52] D.E. Clapham, Calcium signaling, Cell 131 (2007) 1047–1058.
[53] J.J. Lemasters, T.P. Theruvath, Z. Zhong, A.L. Nieminen, Mitochondrial calcium
and the permeability transition in cell death, Biochim. Biophys. Acta, Bioenerg.
1787 (2009) 1395–1401.
[54] M.R. Duchen, A. Verkhratsky, S. Muallem, Mitochondria and calcium in health
and disease, Cell Calcium 44 (2008) 1–5.
[55] G. Szabadkai, A.M. Simoni, M. Chami, M.R. Wieckowski, R.J. Youle, R. Rizzuto,
Drp-1-dependent division of the mitochondrial network blocks intraorganellar Ca2+
waves and protects against Ca2+-mediated apoptosis, Mol. Cell 16 (2004) 59–68.
[56] J. Huser, L.A. Blatter, Fluctuations in mitochondrial membrane potential caused by
repetitive gating of the permeability transition pore, Biochem. J. 343 (1999) 311–317.
[57] V. Petronilli, G. Miotto, M. Canton, M. Brini, R. Colonna, P. Bernardi, F. Di Lisa,
Transient and long-lasting openings of the mitochondrial permeability transi-
tion pore can be monitored directly in intact cells by changes in mitochondrial
calcein ﬂuorescence, Biophys. J. 76 (1999) 725–734.
[58] P. Bernardi, Modulation of the mitochondrial cyclosporine-a-sensitive perme-
ability transition pore by the proton electrochemical gradient — evidence that
the pore can be opened by membrane depolarization, J. Biol. Chem. 267
(1992) 8834–8839.
[59] A. Scarpa, G.F. Azzone, The mechanism of ion translocation in mitochondria, Eur.
J. Biochem. 12 (1970) 328–335.
[60] M.J. Selwyn, A.P. Dawson, S.J. Dunnett, Calcium transport in mitochondria, FEBS
Lett. 10 (1970) 1–5.
[61] J.M. Baughman, F. Perocchi, H.S. Girgis, M. Plovanich, C.A. Belcher-Timme, Y.
Sancak, X.R. Bao, L. Strittmatter, O. Goldberger, R.L. Bogorad, V. Koteliansky,
V.K. Mootha, Integrative genomics identiﬁes MCU as an essential component
of the mitochondrial calcium uniporter, Nature 476 (2011) 341–345.
[62] D. De Stefani, A. Raffaello, E. Teardo, I. Szabo, R. Rizzuto, A forty-kilodalton pro-
tein of the inner membrane is the mitochondrial calcium uniporter, Nature 476
(2011) 336–340.[63] J. Kim, Y. Jin, J. Lemasters, Reactive oxygen species, but not Ca2+ overloading,
trigger pH- and mitochondrial permeability transition-dependent death of
adult rat myocytes after ischemia–reperfusion, Am. J. Physiol. Heart Circ. Phy-
siol. 290 (2006) H2024–H2034.
[64] E. Carafoli, Calcium-mediated cellular signals: a story of failures, Trends Bio-
chem. Sci. 29 (2004) 371–379.
[65] A. Nicolli, V. Petronilli, P. Bernardi, Modulation of the mitochondrial cyclospor-
ine A-sensitive permeability transition pore by matrix pH — evidence that the
pore open closed probability is regulated by reversible histidine protonation,
Biochemistry 32 (1993) 4461–4465.
[66] M. Zoratti, I. Szabó, Electrophysiology of the inner mitochondrial membrane,
J. Bioenerg. Biomembr. 26 (1994) 543–553.
[67] G.P. McStay, S.J. Clarke, A.P. Halestrap, Role of critical thiol groups on the matrix
surface of the adenine nucleotide translocase in the mechanism of the mito-
chondrial permeability transition pore, Biochem. J. 367 (2002) 541–548.
[68] P. Costantini, V. Petronilli, R. Colonna, P. Bernardi, On the effects of paraquat on
isolated-mitochondria — evidence that paraquat causes opening of the cyclospor-
ine a-sensitive permeability transition pore synergistically with nitric-oxide, Toxi-
cology 99 (1995) 77–88.
[69] A. Bindoli, M.T. Callegaro, E. Barzon, M. Benetti, M.P. Rigobello, Inﬂuence of the
redox state of pyridine nucleotides on mitochondrial sulfhydryl groups and per-
meability transition, Arch. Biochem. Biophys. 342 (1997) 22–28.
[70] M.P. Rigobello, F. Turcato, A. Bindoli, Inhibition of rat liver mitochondrial perme-
ability transition by respiratory substrates, Arch. Biochem. Biophys. 319 (1995)
225–230.
[71] P. Costantini, R. Colonna, P. Bernardi, Induction of the mitochondrial permeabil-
ity transition by N-ethylmaleimide depends on secondary oxidation of critical
thiol groups. Potentiation by copper-ortho-phenanthroline without dimeriza-
tion of the adenine nucleotide translocase, Biochim. Biophys. Acta, Bioenerg.
1365 (1998) 385–392.
[72] C. Salet, G. Moreno, F. Ricchelli, P. Bernardi, Singlet oxygen produced by photo-
dynamic action causes inactivation of the mitochondrial permeability transition
pore, J. Biol. Chem. 272 (1997) 21938–21943.
[73] P. Bernardi, S. Vassanelli, P. Veronese, R. Colonna, I. Szabó, M. Zoratti, Modula-
tion of the mitochondrial permeability transition pore — effect of protons and
divalent cations, J. Biol. Chem. 267 (1992) 2934–2939.
[74] A.P. Halestrap, Calcium-dependent opening of a nonspeciﬁc pore in the mito-
chondrial inner membrane is inhibited at pH values below 7. Implications for
the protective effect of low pH against chemical and hypoxic cell damage, Bio-
chem. J. 278 (1991) 715–719.
[75] P. Bernardi, The permeability transition pore. Control points of a cyclosporin
A-sensitive mitochondrial channel involved in cell death, Biochim. Biophys.
Acta, Bioenerg. 1275 (1996) 5–9.
[76] E. Basso, L. Fante, J. Fowlkes, V. Petronilli, M.A. Forte, P. Bernardi, Properties of
the permeability transition pore in mitochondria devoid of cyclophilin D,
J. Biol. Chem. 280 (2005) 18558–18561.
[77] C.P. Baines, R.A. Kaiser, N.H. Purcell, N.S. Blair, H. Osinska, M.A. Hambleton, E.W.
Brunskill, M.R. Sayen, R.A. Gottlieb, G.W. Dorn, J. Robbins, J.D. Molkentin, Loss of
cyclophilin D reveals a critical role for mitochondrial permeability transition in
cell death, Nature 434 (2005) 658–662.
[78] Y. Nakagawa, N. Aoki, K. Aoyama, H. Shimizu, H. Shimano, N. Yamada, H.
Miyazaki, Receptor-type protein tyrosine phosphatase epsilon (PTP epsilon M)
is a negative regulator of insulin signaling in primary hepatocytes and liver,
Zool. Sci. 22 (2005) 169–175.
[79] A.C. Schinzel, O. Takeuchi, Z.H. Huang, J.K. Fisher, Z.P. Zhou, J. Rubens, C. Hetz,
N.N. Danial, M.A. Moskowitz, S.J. Korsmeyer, Cyclophilin D is a component of
mitochondrial permeability transition and mediates neuronal cell death after
focal cerebral ischemia, Proc. Natl. Acad. Sci. U. S. A. 102 (2005) 12005–12010.
[80] A.M. Davidson, A.P. Halestrap, Partial inhibition by cyclosporine A of the swell-
ing of liver mitochondria in vivo and in vitro induced by submicromolar
[Ca2+], but not by butyrate. Evidence for two distinct swellingmechanisms, Biochem.
J. 268 (1990) 147–152.
[81] S.A. Novgorodov, T.I. Gudz, D.W. Jung, G.P. Brierley, The nonspeciﬁc inner mem-
brane pore of liver mitochondria: modulation of cyclosporine sensitivity by ADP
at carboxyatractyloside-sensitive and insensitive sites, Biochem. Biophys. Res.
Commun. 180 (1991) 33–38.
[82] A.P. Halestrap, K.Y. Woodﬁeld, C.P. Connern, Oxidative stress, thiol reagents, and
membrane potential modulate the mitochondrial permeability transition by af-
fecting nucleotide binding to the adenine nucleotide translocase, J. Biol. Chem.
272 (1997) 3346–3354.
[83] R.A. Haworth, D.R. Hunter, Control of the mitochondrial permeability transition
pore by high-afﬁnity ADP binding at the ADP/ATP translocase in permeabilized
mitochondria, J. Bioenerg. Biomembr. 32 (2000) 91–96.
[84] M. Klingenberg, The ADP and ATP transport in mitochondria and its carrier, Biochim.
Biophys. Acta, Biomembr. 1778 (2008) 1978–2021.
[85] A. Toninello, M. Salvi, L. Colombo, The membrane permeability transition in liver
mitochondria of the great green goby Zosterisessor ophiocephalus (Pallas), J. Exp.
Biol. 203 (2000) 3425–3434.
[86] G. Krumschnabel, C. Manzl, C. Berger, B. Hofer, Oxidative stress, mitochondrial
permeability transition, and cell death in Cu-exposed trout hepatocytes, Toxicol.
Appl. Pharmacol. 209 (2005) 62–73.
[87] M.V. Savina, L.V. Emelyanova, E.A. Belyaeva, Bioenergetic parameters of lamprey
and frog liver mitochondria during metabolic depression and activity, Comp.
Biochem. Physiol. B Biochem. Mol. Biol. 145 (2006) 296–305.
[88] H. Hanada, K. Katsu, T. Kanno, E.F. Sato, A. Kashiwagi, J. Sasaki, M. Inoue, K.
Utsumi, Cyclosporin A inhibits thyroid hormone-induced shortening of the
2084 A. Vianello et al. / Biochimica et Biophysica Acta 1817 (2012) 2072–2086tadpole tail through membrane permeability transition, Comp. Biochem. Phy-
siol. B Biochem. Mol. Biol. 135 (2003) 473–483.
[89] M.A. Menze, K. Hutchinson, S.M. Laborde, S.C. Hand, Mitochondrial permeability
transition in the crustacean Artemia franciscana: absence of a calcium-regulated
pore in the face of profound calcium storage, Am. J. Physiol. Regul. Integr. Comp.
Physiol. 289 (2005) R68–R76.
[90] J.D. Holman, S.C. Hand, Metabolic depression is delayed and mitochondrial im-
pairment averted during prolonged anoxia in the ghost shrimp, Lepidophthalmus
louisianensis (Schmitt, 1935), J. Exp. Mar. Biol. Ecol. 376 (2009) 85–93.
[91] S. von Stockum, E. Basso, V. Petronilli, P. Sabatelli, M.A. Forte, P. Bernardi, Properties of
Ca2+ transport in mitochondria of Drosophila melanogaster, J. Biol. Chem. 286 (2011)
41163–44170.
[92] Q. Shen, F. Qin, Z. Gao, J. Cui, H. Xiao, Z. Xu, C. Yang, Adenine nucleotide
translocator cooperates with core cell death machinery to promote apoptosis
in Caenorhabditis elegans, Mol. Cell Biol. 29 (2009) 3881–3893.
[93] S. Manon, X. Roucou, M. Guerin, M. Rigoulet, B. Guerin, Characterization of the
yeast mitochondria unselective channel: a counterpart to the mammalian per-
meability transition pore? J. Bioenerg. Biomembr. 30 (1998) 419–429.
[94] A.C. Lee, X. Xu, E. Blachly-Dyson, M. Forte, M. Colombini, The role of yeast VDAC
genes on the permeability of the mitochondrial outer membrane, J. Membr. Biol.
161 (1998) 173–181.
[95] A. Matouschek, S. Rospert, K. Schmid, B.S. Glick, G. Schatz, Cyclophilin catalyzes
protein folding in yeast mitochondria, Proc. Natl. Acad. Sci. U.S.A. 92 (1995)
6319–6323.
[96] C.P. Baines, R.A. Kaiser, T. Sheiko, W.J. Craigen, J.D. Molkentin, Voltage-dependent
anion channels are dispensable for mitochondrial-dependent cell death, Nat. Cell
Biol. 9 (2007) 550–555.
[97] M.Gutierrez-Aguilar, X. Perez-Martinez, E. Chavez, S. Uribe-Carvajal, In Saccharomyces
cerevisiae, the phosphate carrier is a component of the mitochondrial unselective
channel, Arch. Biochem. Biophys. 494 (2010) 184–191.
[98] S. Guerrero-Castillo, D. Araiza-Olivera, A. Cabrera-Oreﬁce, J. Espinasa-Jaramillo, M.
Gutierrez-Aguilar, L.A. Luevano-Martinez, A. Zepeda-Bastida, S. Uribe-Carvajal,
Physiological uncoupling of mitochondrial oxidative phosphorylation. Studies in
different yeast species, J. Bioenerg. Biomembr. 43 (2011) 323–331.
[99] S. Prieto, F. Bouillaud, E. Rial, The nature and regulation of the ATP-induced
anion permeability in Saccharomyces cerevisiae mitochondria, Arch. Biochem.
Biophys. 334 (1996) 43–49.
[100] M. Gutierrez-Aguilar, V. Perez-Vazquez, O. Bunoust, S. Manon, M. Rigoulet, S.
Uribe, In yeast, Ca2+ and octylguanidine interact with porin (VDAC) preventing
the mitochondrial permeability transition, Biochim. Biophys. Acta Bioenerg.
1767 (2007) 1245–1251.
[101] E. Carafoli, W.X. Balcavage, A.L. Lehninger, J.R. Mattoon, Ca2+ metabolism in yeast
cells and mitochondria, Biochim. Biophys. Acta Bioenerg. 205 (1970) 18–26.
[102] D.W. Jung, P.C. Bradshaw, D.R. Pfeiffer, Properties of a cyclosporin-insensitive
permeability transition pore in yeast mitochondria, J. Biol. Chem. 272 (1997)
21104–21112.
[103] A. Yamada, T. Yamamoto, Y. Yoshimura, S. Gouda, S. Kawashima, N. Yamazaki, K.
Yamashita, M. Kataoka, T. Nagata, H. Terada, D.R. Pfeiffer, Y. Shinohara,
Ca2+-induced permeability transition can be observed even in yeast mitochon-
dria under optimized experimental conditions, Biochim. Biophys. Acta Bioenerg.
1787 (2009) 1486–1491.
[104] Y.I. Deryabina, E.P. Isakova, E.I. Shurubor, R.A. Zvyagilskaya, Calcium-dependent
nonspeciﬁc permeability of the inner mitochondrial membrane is not induced in
mitochondria of the yeast Endomyces magnusii, Biochemistry (Mosc) 69 (2004)
1025–1033.
[105] A. Cabrera-Oreﬁce, S. Guerrero-Castillo, L.A. Luevano-Martinez, A. Pena, S.
Uribe-Carvajal, Mitochondria from the salt-tolerant yeast Debaryomyces
hansenii (halophilic organelles?), J. Bioenerg. Biomembr. 42 (2010) 11–19.
[106] T.A. Lohret, K.W. Kinnally, Targeting peptides transiently block a mitochondrial
channel, J. Biol. Chem. 270 (1995) 15950–15953.
[107] A. Vianello, F. Macri, E. Braidot, E.N. Mokhova, Effect of cyclosporin A on energy
coupling in pea stem mitochondria, FEBS Lett. 371 (1995) 258–260.
[108] S. Arpagaus, A. Rawyler, R. Braendle, Occurrence and characteristics of the mito-
chondrial permeability transition in plants, J. Biol. Chem. 277 (2002) 1780–1787.
[109] F. Fortes, R.F. Castilho, R. Catisti, E.G.S. Carnieri, A.E. Vercesi, Ca2+ induces a cyclosporin
A-insensitive permeability transition pore in isolated potato tuber mitochondria
mediated by reactive oxygen species, J. Bioenerg. Biomembr. 33 (2001) 43–51.
[110] E. Virolainen, O. Blokhina, K. Fagerstedt, Ca2+-induced high amplitude swelling
and cytochrome c release fromwheat (Triticum aestivum L.) mitochondria under
anoxic stress, Ann. Bot. 90 (2002) 509–516.
[111] M. Diamond, P.F. McCabe, Mitochondrial regulation of plant programmed cell
death, Springer Science Business Media, 2011..
[112] M.J. Curtis, T.J.Wolpert, The oatmitochondrial permeability transition and its implica-
tion in victorin binding and induced cell death, Plant J. 29 (2002) 295–312.
[113] A. Godbole, J. Varghese, A. Sarin, M.K. Mathew, VDAC is a conserved element of
death pathways in plant and animal systems, Biochim. Biophys. Acta, Mol. Cell
Res. 1642 (2003) 87–96.
[114] F. Homble, E.M. Krammer, M. Prevost, Plant VDAC: facts and speculations, Biochim.
Biophys. Acta Biomembr. 1818 (2012) 1486–1501.
[115] S. Yokota, T. Okabayashi, N. Yokosawa, N. Fujii, Growth arrest of epithelial cells
during measles virus infection is caused by upregulation of interferon regulatory
factor 1, J. Virol. 78 (2004) 4591–4598.
[116] A. Breiman, T.W. Fawcett, M.L. Ghirardi, A.K. Mattoo, Plant organelles contain dis-
tinct peptidylprolyl cis, trans-isomerases, J. Biol. Chem. 267 (1992) 21293–21296.
[117] P.G.N. Romano, P. Horton, J.E. Gray, The Arabidopsis cyclophilin gene family,
Plant Physiol. 134 (2004) 1268–1282.[118] M.Kim, J.H. Lim,C.S. Ahn,K. Park,G.T. Kim,W.T. Kim,H.S. Pai,Mitochondria-associated
hexokinases play a role in the control of programmed cell death in Nicotiana
benthamiana, Plant Cell 18 (2006) 2341–2355.
[119] A. Jones, Does the plant mitochondrion integrate cellular stress and regulate
programmed cell death? Trends Plant Sci. 5 (2000) 225–230.
[120] S.K. Panda, Y. Yamamoto, H. Kondo, H. Matsumoto, Mitochondrial alterations re-
lated to programmed cell death in tobacco cells under aluminium stress, CR Biol.
331 (2008) 597–610.
[121] T. Jabs, Reactive oxygen intermediates as mediators of programmed cell death in
plants and animals, Biochem. Pharmacol. 57 (1999) 231–245.
[122] N. Contran, R. Cerana, P. Crosti, M. Malerba, Cyclosporin A inhibits programmed
cell death and cytochrome c release induced by fusicoccin in sycamore cells,
Protoplasma 231 (2007) 193–199.
[123] D.P. Maxwell, R. Nickels, L. McIntosh, Evidence of mitochondrial involvement in
the transduction of signals required for the induction of genes associated with
pathogen attack and senescence, Plant J. 29 (2002) 269–279.
[124] E.E. Saviani, C.H. Orsi, J.F.P. Oliveira, C.A.F. Pinto-Maglio, I. Salgado, Participation
of the mitochondrial permeability transition pore in nitric oxide-induced plant
cell death, FEBS Lett. 510 (2002) 136–140.
[125] J.S. Lin, Y. Wang, G.X. Wang, Salt stress-induced programmed cell death in to-
bacco protoplasts is mediated by reactive oxygen species and mitochondrial
permeability transition pore status, J. Plant Physiol. 163 (2006) 731–739.
[126] B.S. Tiwari, B. Belenghi, A. Levine, Oxidative stress increased respiration and
generation of reactive oxygen species, resulting in ATP depletion, opening of mi-
tochondrial permeability transition, and programmed cell death, Plant Physiol.
128 (2002) 1271–1281.
[127] I. Scott, D.C. Logan, Mitochondrial morphology transition is an early indicator of
subsequent cell death in Arabidopsis, New Phytol. 177 (2008) 90–101.
[128] J. Krucken, G. Greif, G. von Samson-Himmelstjerna, In silico analysis of the cyclophilin
repertoire of apicomplexan parasites, Parasites & Vectors 2 (1) (2009) 27–51.
[129] P. Wang, J. Heitman, The cyclophilins, Genome Biol. 6 (2005) 226–231.
[130] M.J. Young, D.C. Bay, G. Hausner, D.A. Court, The evolutionary history of mito-
chondrial porins, BMC Evol. Biol. 28 (2007) 7–31.
[131] M. Slocinska, A. Szewczyk, L. Hryniewiecka, H. Kmita, Benzodiazepine binding to
mitochondrial membranes of the amoeba Acanthamoeba castellanii and the
yeast Saccharomyces cerevisiae, Acta Biochim. Pol. 51 (2004) 953–962.
[132] J.C. Ameisen, Looking for death at the core of life in the light of evolution, Cell
Death Differ. 11 (2004) 4–10.
[133] A.M. Nedelcu, W.W. Driscoll, P.M. Durand, M.D. Herron, A. Rashidi, On the para-
digm of altruistic suicide in the unicellular world, Evolution 65 (2011) 3–20.
[134] M. Deponte, Programmed cell death in protists, Biochim. Biophys. Acta, Mol.
Cell. Res. 1783 (2008) 1396–1405.
[135] O. Chose, C.O. Sarde, D. Gerbod, E. Viscogliosi, A. Roseto, Programmed cell death
in parasitic protozoans that lack mitochondria, Trends Parasitol. 19 (2003)
559–564.
[136] L.K. Trocha, O. Stobienia, Response of Acanthamoeba castellanii mitochondria to
oxidative stress, Acta Biochim. Pol. 54 (2007) 797–803.
[137] A.P. Halestrap, Regulation of mitochondrial metabolism through changes in ma-
trix volume, Biochem. Soc. Trans. 22 (1994) 522–529.
[138] K.D. Garlid, P. Paucek, Mitochondrial potassium transport: the K+ cycle, Bio-
chim. Biophys. Acta, Bioenerg. 1606 (2003) 23–41.
[139] Y.A. Dahlem, T.F.W. Horn, L. Buntinas, T. Gonoi, G. Wolf, D. Siemen, The human
mitochondrial KATP channel is modulated by calcium and nitric oxide: a
patch-clamp approach, Biochim. Biophys. Acta, Bioenerg. 1656 (2004) 46–56.
[140] I. Inoue, H. Nagase, K. Kishi, T. Higuti, ATP-sensitive K+ channel in the mitochon-
drial inner membrane, Nature 352 (1991) 244–247.
[141] P. Paucek, G. Mironova, F. Mahdi, A.D. Beavis, G. Woldegiorgis, K.D. Garlid, Reconsti-
tution and partial puriﬁcation of the glibenclamide-sensitive, ATP-dependent K+
channel from rat liver and beef heart mitochondria, J. Biol. Chem. 267 (1992)
26062–26069.
[142] D. Siemen, C. Loupatatzis, J. Borecky, E. Gulbins, F. Lang, Ca2+-activated K chan-
nel of the BK-type in the inner mitochondrial membrane of a human glioma cell
line, Biochem. Biophys. Res. Commun. 257 (1999) 549–554.
[143] I. Szabó, J. Bock, A. Jekle, M. Soddemann, C. Adams, F. Lang, M. Zoratti, E. Gulbins,
A novel potassium channel in lymphocyte mitochondria, J. Biol. Chem. 280
(2005) 12790–12798.
[144] H. Ardehali, B. O'Rourke, Mitochondrial K(ATP) channels in cell survival and
death, J. Mol. Cell. Cardiol. 39 (2005) 7–16.
[145] S. Ovide-Bordeaux, R. Ventura-Clapier, V. Veksler, Do modulators of the mito-
chondrial K(ATP) channel change the mitochondria in situ? J. Biol. Chem. 275
(2000) 37291–37295.
[146] G. Szabadkai, A.M. Simoni, K. Bianchi, D. De Stefani, S. Leo, M.R. Wieckowski, R.
Rizzuto, Mitochondrial dynamics and Ca2+ signaling, Biochim. Biophys. Acta,
Mol. Cell Res. 1763 (2006) 442–449.
[147] R.A. Eliseev, K.K. Gunter, T.E. Gunter, Bcl-2 sensitive mitochondrial potassium
accumulation and swelling in apoptosis, Mitochondrion 1 (2002) 361–370.
[148] R.A. Eliseev, K.K. Gunter, T.E. Gunter, Bcl-2 prevents abnormal mitochondrial
proliferation during etoposide-induced apoptosis, Exp. Cell. Res. 289 (2003)
275–281.
[149] H. Ishida, Y. Hirota, C. Genka, H. Nakazawa, H. Nakaya, T. Sato, Opening of mito-
chondrial KATP channels attenuates the ouabain-induced calcium overload in
mitochondria, Circ. Res. 89 (2001) 856–858.
[150] S. Ohya, K. Sakamoto, Y. Kuwata, K. Muraki, T. Ohwada, Y. Imaizumi,
Large-conductance Ca2+ activated K+ channel beta 1 subunit in cardiacmitochondria
and cardioprotective effects of BK channel openers, Yakugaku Zasshi-J. Pharm. Soc.
Jpn. 125 (2005) 149–150.
2085A. Vianello et al. / Biochimica et Biophysica Acta 1817 (2012) 2072–2086[151] Y.A. Dahlem, G. Wolf, D. Siemen, T.F.W. Horn, Combined modulation of the mi-
tochondrial ATP-dependent potassium channel and the permeability transition
pore causes prolongation of the biphasic calcium dynamics, Cell Calcium 39
(2006) 387–400.
[152] H.T.F. Facundo, J.G. de Paula, A.J. Kowaltowski, Mitochondrial ATP-sensitive K+
channels prevent oxidative stress, permeability transition and cell death, J. Bioenerg.
Biomembr. 37 (2005) 75–82.
[153] A.D.T. Costa, R. Jakob, C.L. Costa, K. Andrukhiv, I.C. West, K.D. Garlid, The mech-
anism by which the mitochondrial ATP-sensitive K+ channel opening and H2O2
inhibit the mitochondrial permeability transition, J. Biol. Chem. 281 (2006)
20801–20808.
[154] K. Kupsch, S. Parvez, D. Siemen, G. Wolf, Modulation of the permeability transi-
tion pore by inhibition of the mitochondrial KATP channel in liver vs. brain mito-
chondria, J. Membr. Biol. 215 (2007) 69–74.
[155] D. Pastore, M.N. Laus, M. Soccio, Plant mitochondrial potassium channel or chan-
nels? Nova Science Publishers Inc., New York, 2010..
[156] V. Casolo, E. Braidot, E. Chiandussi, A. Vianello, F. Macri, K+ATP channel opening
prevents succinate-dependent H2O2 generation by plant mitochondria, Physiol.
Plant. 118 (2003) 313–318.
[157] E. Petrussa, V. Casolo, E. Braidot, E. Chiandussi, F. Macri, A. Vianello, Cyclosporin
A induces the opening of a potassium-selective channel in higher plant mito-
chondria, J. Bioenerg. Biomembr. 33 (2001) 107–117.
[158] D. Pastore, M.C. Stoppelli, N. Di Fonzo, S. Passarella, The existence of the K+
channel in plant mitochondria, J. Biol. Chem. 274 (1999) 26683–26690.
[159] D. Pastore, D. Trono, M.N. Laus, N. Di Fonzo, Z. Flagella, Possible plant mitochon-
dria involvement in cell adaptation to drought stress — a case study: durum
wheat mitochondria, J. Exp. Bot. 58 (2007) 195–210.
[160] E. Petrussa, V. Casolo, C. Peresson, J. Krajnakova, F. Macri, A. Vianello, Activity of
a K+ATP channel in Arum spadix mitochondria during thermogenesis, J. Plant
Physiol. 165 (2008) 1360–1369.
[161] W. Jarmuszkiewicz, K. Matkovic, I. Koszela-Piotrowska, Potassium channels in
the mitochondria of unicellular eukaryotes and plants, FEBS Lett. 584 (2010)
2057–2062.
[162] E. Petrussa, A. Bertolini, V. Casolo, J. Krajnakova, F. Macri, A. Vianello, Mitochon-
drial bioenergetics linked to the manifestation of programmed cell death during
somatic embryogenesis of Abies alba, Planta 231 (2009) 93–107.
[163] E. Petrussa, A. Bertolini, J. Krajnakova, V. Casolo, F. Macri, A. Vianello, Isolation of
mitochondria from embryogenic cultures of Picea abies (L.) Karst. and Abies
cephalonica Loud.: characterization of a K+ATP channel, Plant Cell Rep. 27
(2008) 137–146.
[164] M.N. Laus, M. Soccio, D. Trono, M.T. Liberatore, D. Pastore, Activation of the plant
mitochondrial potassium channel by free fatty acids and acyl-CoA esters: a pos-
sible defence mechanism in the response to hyperosmotic stress, J. Exp. Bot. 62
(2011) 141–154.
[165] E. Petrussa, V. Casolo, C. Peresson, E. Braidot, A. Vianello, F. Macrì, The K+ATP
channel is involved in a low-amplitude permeability transition in plant mito-
chondria, Mitochondrion 3 (2004) 297–307.
[166] E. Chiandussi, E. Petrussa, F. Macri, A. Vianello, Modulation of a plant mitochon-
drial K+ATP channel and its involvement in cytochrome c release, J. Bioenerg.
Biomembr. 34 (2002) 177–184.
[167] U. De Marchi, V. Checchetto, M. Zanetti, E. Teardo, M. Soccio, E. Formentin, G.M.
Giacometti, D. Pastore, M. Zoratti, I. Szabó, ATP-sensitive cation-channel in
wheat (Triticum durum Desf.): identiﬁcation and characterization of a plant mi-
tochondrial channel by patch-clamp, Cell. Physiol. Biochem. 26 (2010) 975–982.
[168] D. Trono, Z. Flagella, M.N. Laus, N.D. Fonzo, D. Pastore, The uncoupling protein
and the potassium channel are activated by hyperosmotic stress in mitochon-
dria from durum wheat seedlings, Plant Cell Environ. 27 (2004) 437–448.
[169] D. Trono, M. Soccio, M.N. Laus, D. Pastore, Potassium channel-oxidative phos-
phorylation relationship in durum wheat mitochondria from control and
hyperosmotic-stressed seedlings, Plant Cell Environ. 34 (2011) 2093–2108.
[170] F. Ruy, A.E. Vercesi, P.B. Andrade, M.L. Bianconi, H. Chaimovich, A.J. Kowaltowski,
A highly active ATP-insensitive K+ import pathway in plantmitochondria, J. Bioenerg.
Biomembr. 36 (2004) 195–202.
[171] V. Casolo, E. Petrussa, J. Krajnakova, F. Macri, A. Vianello, Involvement of the mi-
tochondrial K+ATP channel in H2O2- or NO-induced programmed death of soy-
bean suspension cell cultures, J. Exp. Bot. 56 (2005) 997–1006.
[172] I. Koszela-Piotrowska, K. Matkovic, A. Szewczyk, W. Jarmuszkiewicz, A
large-conductance calcium-activated potassium channel in potato (Solanum
tuberosum) tuber mitochondria, Biochem. J. 424 (2009) 307–316.
[173] K. Matkovic, I. Koszela-Piotrowska, W. Jarmuszkiewicz, A. Szewczyk, Ion con-
ductance pathways in potato tuber (Solanum tuberosum) inner mitochondrial
membrane, Biochim. Biophys. Acta Bioenerg. 1807 (2011) 275–285.
[174] A. Kicinska, A. Swida, P. Bednarczyk, I. Koszela-Piotrowska, K. Choma, K. Dolowy, A.
Szewczyk, W. Jarmuszkiewicz, ATP-sensitive potassium channel in mitochondria of
the eukaryotic microorganism Acanthamoeba castellanii, J. Biol. Chem. 282 (2007)
17433–17441.
[175] A.D.T. Costa, M.A. Krieger, Evidence for an ATP-sensitive K+ channel in
mitoplasts isolated from Trypanosoma cruzi and Crithidia fasciculata, Int. J. Para-
sitol. 39 (2009) 955–961.
[176] C.R. Woese, O. Kandler, M.L. Wheelis, Towards a natural system of organisms:
proposal for the domains Archaea, Bacteria, and Eucarya, Proc. Natl. Acad. Sci.
U.S.A. 87 (1990) 4576–4579.
[177] A.H. Knoll, E.J. Javaux, D. Hewitt, P. Cohen, Eukaryotic organisms in Proterozoic
oceans, Phil. Trans. R. Soc. B 361 (2006) 1023–1038.
[178] E.J. Javaux, C.P.Marshall, A. Bekker, Organic-walledmicrofossils in 3.2-billion-year-old
shallow-marine siliciclastic deposits, Nature 463 (2010) 934–938.[179] L. Margulis, Origin of Eukaryotic Cells: Evidence and Research Implications for a
Theory of the Origin and Evolution of Microbial, Plant and Animal Cells on the
Precambrian Earth, Yale University Press, New Haven, Connecticut U.S.A., 1970.
[180] M.C. Rivera, J.A. Lake, The ring of life provides evidence for a genome fusion origin
of eukaryotes, Nature 431 (2004) 152–155.
[181] W. Martin, M. Muller, The hydrogen hypothesis for the ﬁrst eukaryote, Nature 392
(1998) 37–41.
[182] A.J. Roger, Reconstructing early events in eukaryotic evolution, Am. Nat. 154
(1999) S146–S163.
[183] J.C. Thrash, A. Boyd, M.J. Huggett, J. Grote, P. Carini, R.J. Yoder, B. Robbertse, J.W.
Spatafora, M.S. Rappe, S.J. Giovannoni, Phylogenomic evidence for a common
ancestor of mitochondria and the SAR11 clade, Scientiﬁc Reports 1, 2011.,
http://dx.doi.org/10.1038/srep00013 1.
[184] D. Sassera, N. Lo, S. Epis, G. D'Auria, M. Montagna, F. Comandatore, D. Horner, J.
Pereto, A.M. Luciano, F. Franciosi, E. Ferri, E. Crotti, C. Bazzocchi, D. Daffonchio, L.
Sacchi, A. Moya, A. Latorre, C. Bandi, Phylogenomic evidence for the presence of
a ﬂagellum and cbb3 oxidase in the free-living mitochondrial ancestor, Mol. Biol.
Evol. 28 (2011) 3285–3296.
[185] S.S. Adi, C.E. Ferreira, Gene prediction by syntenic alignment, Adv. Bioinform.
Comput. Biol. Proc. 3594 (2005) 246–250.
[186] P.J. Keeling, G. Burger, D.G. Durnford, B.F. Lang, R.W. Lee, R.E. Pearlman, A.J. Roger,
M.W. Gray, The tree of eukaryotes, Trends. Ecol. Evol. 20 (2005) 670–676.
[187] T. Cavalier-Smith, The phagotrophic origin of eukaryotes and phylogenetic
classiﬁcation of Protozoa, Int. J. Syst. Evol. Microbiol. 52 (2002) 297–354.
[188] S. Turner, K.M. Pryer, V.P. Miao, J.D. Palmer, Investigating deep phylogenetic re-
lationships among cyanobacteria and plastids by small subunit rRNA sequence
analysis, J. Eukaryot. Microbiol. 46 (1999) 327–338.
[189] F. Burki, K. Shalchian-Tabrizi, M. Minge, A. Skjaeveland, S.I. Nikolaev, K.S. Jakobsen, J.
Pawlowski, Phylogenomics reshufﬂes the eukaryotic supergroups, PLoS One 2
(2007) e790.
[190] B.Müller, U. Grossniklaus, Model organisms—a historical perspective, J. Proteomics
73 (2010) 2054–2063.
[191] A.Minelli, Possible forms and expected change: an evo-devo perspective on biological
evolution, Rendiconti Lincei 20 (2009) 273–282.
[192] N. Eldredge, Reinventing Darwin: The Great Debate at the High Table of Evolu-
tionary Theory, John Wiley & Sons, New York U.S.A., 1995.
[193] S.J. Gould, The Structure of Evolutionary Theory, Belknap Press of Harvard Uni-
versity Press, Cambridge Massachusetts U.S.A., 2002.
[194] A. Minelli, Forms of Becoming, Princeton University Press, Princeton New Jersey
U.S.A., 2009.
[195] S.B. Carroll, Endless Forms Most Beautiful: The New Science of Evo Devo and the
Making of the Animal Kingdom, Norton & Company Inc., New York U.S.A., 2005.
[196] M. Pigliucci, G.B. Müller (Eds.), Evolution — the extended synthesis, 2010.
[197] P.W. Andrews, S.W. Gangestad, D. Matthews, Adaptationism: how to carry out
an exaptationist program, Behav. Brain Sci. 25 (2002) 489–504.
[198] S.J. Gould, R.C. Lewontin, The spandrels of SanMarco and the Panglossian paradigm: a
critique of the adaptationist programme, Proc. R. Soc. London, Ser. B 205 (1979)
581–598.
[199] I. Tattersall, An evolutionary framework for the acquisition of symbolic cogni-
tion by Homo sapiens, Comp. Cogn. Behav. Rev. 3 (2008) 99–114.
[200] D. Pievani, Born to cooperate? Altruism as exaptation, and the evolution of
human sociality, in: R.W.C.C.R. Sussman (Ed.), Origins of Cooperation and Altru-
ism, Springer, New York, 2011.
[201] E.S. Vrba, S.J. Gould, The hierarchical expansion of sorting and selection; sorting
and selection cannot be equated, Paleobiology 12 (1986) 217–228.
[202] J. Brosius, Disparity, adaptation, exaptation, bookkeeping, and contingency at
the genome level, Paleobiology 31 (2005) 1–16.
[203] M.B. Gerstein, C. Bruce, J.S. Rozowsky, D. Zheng, J. Du, J.O. Korbel, O. Emanuelsson,
Z.D. Zhang, S. Weissman, M. Snyder, What is a gene, post-ENCODE? History and
updated deﬁnition, Genome Res. 17 (2007) 669–681.
[204] E.e.a. Birney, Identiﬁcation and analysis of functional elements in 1% of the
human genome by the ENCODE pilot project, Nature 447 (2007) 799–816.
[205] J. Brosius, S.J. Gould, On “genomenclature”: a comprehensive (and respectful)
taxonomy for pseudogenes and other Junk DNA, Proc. Natl. Acad. Sci. U. S. A.
89 (1992) 10706–10710.
[206] A.M. Weiner, N. Maizels, A deadly double life, Science 284 (1999) 63–64.
[207] R.E. Dickerson, I. Geis, The structure and action of proteins, New York, , 1969..
[208] M. Zancani, V. Casolo, C. Peresson, G. Federici, A. Urbani, F. Macrì, A. Vianello, The
beta-subunit of pea stem mitochondrial ATP synthase exhibits PPiase activity,
Mitochondrion 3 (2003) 111–118.
[209] T.A. Kleeman, D. Wei, K.L. Simpson, E.A. First, Human tyrosyl-tRNA synthetase
shares amino acid sequence homology with a putative cytokine, J. Biol. Chem.
272 (1997) 14420–14425.
[210] G. Simos, A. Segref, F. Fasiolo, K. Hellmuth, A. Shevchenko, M. Mann, E.C. Hurt,
The yeast protein Arc1p binds to tRNA and functions as a cofactor for the
methionyl- and glutamyl-tRNA synthetases, EMBO J. 15 (1996) 5437–5448.
[211] J. Kao, J. Ryan, G. Brett, J.X. Chen, H. Shen, Y.G. Fan, G. Godman, P.C. Familletti, F.
Wang, Y.C.E. Pan, D. Stern, M. Clauss, Endothelial monocyte-activating polypep-
tide II. A novel tumor-derived polypeptide that activates host-response mecha-
nisms, J. Biol. Chem. 267 (1992) 20239–20247.
[212] K. Wakasugi, P. Schimmel, Highly differentiated motifs responsible for two cyto-
kine activities of a split human tRNA synthetase, J. Biol. Chem. 274 (1999)
23155–23159.
[213] M.G. Caprara, V. Lehnert, A.M. Lambowitz, E. Westhof, A tyrosyl-tRNA synthetase
recognizes a conserved tRNA-like structural motif in the group I intron catalytic
core, Cell 87 (1996) 1135–1145.
2086 A. Vianello et al. / Biochimica et Biophysica Acta 1817 (2012) 2072–2086[214] A. Krasko, I.M. Muller, W.E.G. Muller, Evolutionary relationships of the metazoan
beta gamma-crystallins, including that from the marine sponge Geodia
cydonium, Proc. R. Soc. London, Ser. B 264 (1997) 1077–1084.
[215] D.C. Lee, P. Gonzalez, G. Wistow, ζ-crystallin: a lens-speciﬁc promoter and the
gene recruitment of an enzyme as a crystallin, J. Mol. Biol. 236 (1994) 669–678.
[216] J. Piatigorsky, G. Wistow, The recruitment of crystallins: new functions precede
gene duplication, Science 252 (1991) 1078–1079.
[217] J. Piatigorsky, Multifunctional lens crystallins and corneal enzymes —more than
meets the eye, Salivary Gland Biogenesis and Function 842 (1998) 7–15.
[218] J.J. Ramsden, MARCKS: a case of molecular exaptation? Int. J. Biochem. Cell Biol.
32 (2000) 475–479.
[219] C.A. Riley, N. Lehman, Expanded divalent metal-ion tolerance of evolved ligase
ribozymes, Biochimie 85 (2003) 683–689.
[220] I. Yanai, Y. Yu, X. Zhu, C.R. Cantor, Z. Weng, An avidin-like domain that does not
bind biotin is adopted for oligomerization by the extracellular mosaic protein
ﬁbropellin, Protein Sci. 14 (2005) 417–423.
[221] B. Bölter, J. Soll, Ion channels in the outer membranes of chloroplasts and mito-
chondria: open doors or regulated gates? EMBO J. 20 (2001) 935–940.
[222] K. Zeth, M. Thein, Porins in prokaryotes and eukaryotes: common themes and
variations, Biochem. J. 431 (2010) 13–22.
[223] M.A. Baker, D.J. Lane, J.D. Ly, V. De Pinto, A. Lawen, VDAC1 is a transplasma
membrane NADH-ferricyanide reductase, J. Biol. Chem. 279 (2004) 4811–4819.
[224] S.D. Copley, Enzymes with extra talents: moonlighting functions and catalytic
promiscuity, Curr. Opin. Chem. Biol. 7 (2003) 265–272.
[225] L. Chen, D. Vitkup, Distribution of orphan metabolic activities, Trends Biotechnol.
25 (2007) 343–348.
[226] N. Inagaki, T. Gonoi, J.P. Clement, N. Namba, J. Inazawa, G. Gonzalez, L.
Aguilarbryan, S. Seino, J. Bryan, Reconstitution of IKATP: an inward rectiﬁer sub-
unit plus the sulfonylurea receptor, Science 270 (1995) 1166–1170.
[227] N. Inagaki, T. Gonoi, J.P. Clement, C.Z. Wang, L. AguilarBryan, J. Bryan, S. Seino, A
family of sulfonylurea receptors determines the pharmacological properties of
ATP-sensitive K+ channels, Neuron 16 (1996) 1011–1017.
[228] N. Inagaki, Y. Tsuura, N. Namba, K. Masuda, T. Gonoi, M. Horie, Y. Seino, M.
Mizuta, S. Seino, Cloning and functional characterization of a novel ATP-sensitive
potassium channel ubiquitously expressed in rat tissues, including pancreatic
islets, pituitary, skeletal-muscle, and heart, J. Biol. Chem. 270 (1995) 5691–5694.
[229] C. Affourtit, K. Krab, G.R. Leach, D.G. Whitehouse, A.L. Moore, New insights into
the regulation of plant succinate dehydrogenase — on the role of the
protonmotive force, J. Biol. Chem. 276 (2001) 32567–32574.
[230] T. Cavalier-Smith, Origin of mitochondria by intracellular enslavement of a
photosynthetic purple bacterium, Proc. R. Soc. Lond. B 273 (2006) 1943–1952.
[231] F. Alcock, A. Clements, C. Webb, T. Lithgow, Tinkering inside the organelle, Science
327 (2010) 649–650.
[232] V. Hewitt, F. Alcock, T. Lithgow, Minor modiﬁcations and major adaptations: the
evolution of molecular machines driving mitochondrial protein import, Bio-
chim. Biophys. Acta Bioenerg. 1808 (2011) 947–954.
[233] A. Khemiri, T. Jouenne, P. Cosette, Presence in Legionella pneumophila of a
mammalian-like mitochondrial permeability transition pore? FEMS Microbiol.
Lett. 278 (2008) 171–176.
[234] L.M.R. Ferreira, Cancer metabolism: the Warburg effect today, Exp. Mol. Pathol.
89 (2010) 372–380.
[235] M.G. Vander Heiden, L.C. Cantley, C.B. Thompson, Understanding the warburg effect:
the metabolic requirements of cell proliferation, Science 324 (2009) 1029–1033.[236] L. Galdieri, S.Mehrotra, S.A. Yu, A. Vancura, Transcriptional regulation in yeast during
diauxic shift and stationary phase, omics-a, J. Integr. Biol. 14 (2010) 629–638.
[237] M. Vincent, Cancer: a de-repression of a default survival program common to all
cells? Bioessays 34 (2012) 72–82.
[238] J.J. Lemasters, E.L. Holmuhamedov, C. Czerny, Z. Zhong, E.N. Maldonado, Regulation
of mitochondrial function by voltage dependent anion channels in ethanol metabo-
lism and the Warburg effect, Biochim. Biophys. Acta Biomembr. 1818 (2012)
1536–1544.
[239] J.J. Lemasters, The mitochondrial permeability transition and the calcium, oxygen
and pHparadoxes: one paradox after another, Cardiovasc. Res. 44 (1999) 470–473.
[240] Y. Tsujimoto, S. Shimizu, Bcl-2 family: life-or-death switch, FEBS Lett. 466
(2000) 6–10.
[241] M.B. Yarmolinsky, Programmed cell death in bacterial populations, Science 267
(1995) 836–837.
[242] K. Gerdes, S.K. Christensen, A. Lobner-Olesen, Prokaryotic toxin–antitoxin stress
response loci, Nat. Rev. Micro. 3 (2005) 371–382.
[243] K. Lewis, Programmed death in bacteria, Microbiol. Mol. Biol. Rev. 64 (2000) 503-+.
[244] A. Erental, I. Sharon, H. Engelberg-Kulka, Two programmed cell death systems in
escherichia coli: an apoptotic-like death is inhibited by the mazEF-mediated
death pathway, Plos Biol. 10 (2012).
[245] L. Aravind, V.M. Dixit, E.V. Koonin, The domains of death: evolution of the apo-
ptosis machinery, Trends Biochem. Sci. 24 (1999) 47–53.
[246] R. Huckelhoven, BAX Inhibitor-1, an ancient cell death suppressor in animals
and plants with prokaryotic relatives, Apoptosis 9 (2004) 299–307.
[247] M.B. Dickman, Y.K. Park, T. Oltersdorf, W. Li, T. Clemente, R. French, Abrogation
of disease development in plants expressing animal antiapoptotic genes, Proc.
Natl. Acad. Sci. U. S. A. 98 (2001) 6957–6962.
[248] M. Kawai-Yamada, L.H. Jin, K. Yoshinaga, A. Hirata, H. Uchimiya, Mammalian
Bax-induced plant cell death can be down-regulated by overexpression of Arabidopsis
Bax Inhibitor-1 (AtBl-1), Proc. Natl. Acad. Sci. U. S. A. 98 (2001) 12295–12300.
[249] C. Lacomme, S. Santa Cruz, Bax-induced cell death in tobacco is similar to the
hypersensitive response, Proc. Natl. Acad. Sci. 96 (1999) 7956–7961.
[250] I. Mitsuhara, K.A. Malik, M. Miura, Y. Ohashi, Animal cell-death suppressors Bcl-xL
and Ced-9 inhibit cell death in tobacco plants, Curr. Biol. 9 (1999) 775–778.
[251] M. Forte, P. Bernardi, The permeability transition and BCL-2 family proteins in apopto-
sis: co-conspirators or independent agents? Cell Death Differ. 13 (2006) 1287–1290.
[252] K. Kinnally, B. Antonsson, A tale of two mitochondrial channels, MAC and PTP, in
apoptosis, Apoptosis 12 (2007) 857–868.
[253] B. Single, M. Leist, P. Nicotera, Differential effects of Bcl-2 on cell death triggered
under ATP-depleting conditions, Exp. Cell Res. 262 (2001) 8–16.
[254] A.O. de Graaf, J.P.P. Meijerink, L.P. van den Heuvel, R.A. DeAbreu, T. de Witte, J.H.
Jansen, J.A.M. Smeitink, Bcl-2 protects against apoptosis induced by antimycin A
and bongkrekic acid without restoring cellular ATP levels, Biochim. Biophys.
Acta Bioenerg. 1554 (2002) 57–65.
[255] A. Marton, R. Mihalik, A. Bratincsak, V. Adleff, I. Petak, M. Vegh, P.I. Bauer, P. Krajcsi,
Apoptotic cell death induced by inhibitors of energy conservation Bcl-2 inhibits
apoptosis downstream of a fall of ATP level, Eur. J. Biochem. 250 (1997) 467–475.
[256] F. Wensveen, N. Alves, I. Derks, K. Reedquist, E. Eldering, Apoptosis induced by
overall metabolic stress converges on the Bcl-2 family proteins Noxa and
Mcl-1, Apoptosis 16 (2011) 708–721.
[257] O. Emanuelsson, H. Nielsen, S. Brunak, G. von Heijne, Predicting subcellular localiza-
tion of proteins based on their N-terminal amino acid sequence, J. Mol. Biol. 300
(2000) 1005–1016.
